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<210> 1 
<211> 1057 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<221> CDS 

<222> (124) . . (894) 

<223> APETALA1 (API) 

<400> 1 

ctttccaatt ggttcatacc aaagtctgag ctcttcttta tatctctctt gtagtttctt 60 

attgggggtc tttgttttgt ttggttcttt tagagtaaga agtttcttaa aaaaggatca 120 

aaa atg gga agg ggt agg gtt caa ttg aag agg ata gag aac aag ate 168 
Met Gly Arg Gly Arg Val Gin Leu Lys Arg lie Glu Asn Lys lie 
15 10 15 

aat aga caa gtg aca ttc teg aaa aga aga get ggt ctt ttg aag aaa 216 
Asn Arg Gin Val Thr Phe Ser Lys Arg Arg Ala Gly Leu Leu Lys Lys 
20 25 30 

get cat gag ate tct gtt etc tgt gat get gaa gtt get ctt gtt gtc 2 64 
Ala His Glu lie Ser Val Leu Cys Asp Ala Glu Val Ala Leu Val Val 
35 40 45 

ttc tec cat aag ggg aaa etc ttc gaa tac tec act gat tct tgt atg 312 
Phe Ser His Lys Gly Lys Leu Phe Glu Tyr Ser Thr Asp Ser Cys Met 
50 55 60 

gag aag ata ctt gaa cgc tat gag agg tac tct tac gee gaa aga cag 360 
Glu Lys lie Leu Glu Arg Tyr Glu Arg Tyr Ser Tyr Ala Glu Arg Gin 
65 70 75 

ctt att gca cct gag tec gac gtc aat aca aac tgg teg atg gag tat 4 08 
Leu lie Ala Pro Glu Ser Asp Val Asn Thr Asn Trp Ser Met Glu Tyr 
80 85 90 95 

aac agg ctt aag get aag att gag ctt ttg gag aga aac cag agg cat 4 56 
Asn Arg Leu Lys Ala Lys lie Glu Leu Leu Glu Arg Asn Gin Arg His 
100 105 110 



1 



tat ctt ggg gaa gac ttg caa gca atg age cct aaa gag ctt cag aat 504 
Tyr Leu Gly Glu Asp Leu Gin Ala Met Ser Pro Lys Glu Leu Gin Asn 
115 120 125 

ctg gag cag cag ctt gac act get ctt aag cac ate cgc act aga aaa 552 
Leu Glu Gin Gin Leu Asp Thr Ala Leu Lys His lie Arg Thr Arg Lys 
130 135 140 

aac caa ctt atg tac gag tec ate aat gag etc caa aaa aag gag aag 600 
Asn Gin Leu Met Tyr Glu Ser lie Asn Glu Leu Gin Lys Lys Glu Lys 
145 150 155 

gec ata cag gag caa aac age atg ctt tct aaa cag ate aag gag agg 64 8 
Ala lie Gin Glu Gin Asn Ser Met Leu Ser Lys Gin lie Lys Glu Arg 
160 165 170 175 

gaa aaa att ctt agg get caa cag gag cag tgg gat cag cag aac caa 696 
Glu Lys lie Leu Arg Ala Gin Gin Glu Gin Trp Asp Gin Gin Asn Gin 
180 185 190 

ggc cac aat atg cct ccc cct ctg cca ccg cag cag cac caa ate cag 744 
Gly His Asn Met Pro Pro Pro Leu Pro Pro Gin Gin His Gin lie Gin 
195 200 205 

cat cct tac atg etc tct cat cag cca tct cct ttt etc aac atg ggt 792 
His Pro Tyr Met Leu Ser His Gin Pro Ser Pro Phe Leu Asn Met Gly 
210 215 220 

ggt ctg tat caa gaa gat gat cca atg gca atg agg agg aat gat etc 84 0 
Gly Leu Tyr Gin Glu Asp Asp Pro Met Ala Met Arg Arg Asn Asp Leu 
225 230 235 

gaa ctg act ctt gaa ccc gtt tac aac tgc aac ctt ggc tgc ttc gec 888 
Glu Leu Thr Leu Glu Pro Val Tyr Asn Cys Asn Leu Gly Cys Phe Ala 
240 245 250 255 

gca tga agcatttcca tatatatatt tgtaatcgtc aacaataaaa acagtttgee 944 
Ala 

acatacatat aaatagtggc taggctcttt tcatccaatt aatatatttt ggcaaatgtt 1004 
cgatgttctt atatcatcat atataaatta gcaggctcct ttcttttttt gta 1057 



<210> 2 
<211> 256 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<22 3> APETALA1 (API) 
<400> 2 

Met Gly Arg Gly Arg Val Gin Leu Lys Arg lie Glu Asn Lys lie Asn 

15 10 15 

Arg Gin Val Thr Phe Ser Lys Arg Arg Ala Gly Leu Leu Lys Lys Ala 

20 25 30 

His Glu lie Ser Val Leu Cys Asp Ala Glu Val Ala Leu Val Val Phe 

35 40 45 

Ser His Lys Gly Lys Leu Phe Glu Tyr Ser Thr Asp Ser Cys Met Glu 
50 55 60 
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12 5 
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Leu 


Asp 
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Leu 


Lys 
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Arg 


ml, 

inr 


Arg 


Lys 


Asn 




130 
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140 
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Leu 


Met 
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Glu 
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T "1 
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Asn 


Glu 


Leu 


Gin 


Lys 


Lys 


/""•"In 
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Asn 


Ser 


Met 
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Gin 
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Arg 
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Trp 
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(jin 


urn 
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i y u 
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Pro 
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Leu 
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Gin 
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Gin 
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Pro 
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Leu 
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215 










220 










Leu 


Tyr 


Gin 


Glu 


Asp 


Asp 


Pro 


Met 


Ala 


Met 


Arg 


Arg 


Asn 


Asp 


Leu 


Glu 


225 










230 










235 










240 


Leu 


Thr 
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Tyr 


Asn 
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Asn Leu Gly 
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245 
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255 





<210> 3 
<211> 794 
<212> DNA 

<213> Brassica oleracea 

<220> 

<221> CDS 

<222> (36) . . (794) 

<223> APETALA1 (API) 

<400> 3 

tcttagagga aatagttcct ttaaaaggga taaaa atg gga agg ggt agg gtt 53 

Met Gly Arg Gly Arg Val 
1 5 



cag ttg aag agg ata gaa aac aag ate aat aga caa gtg aca ttc teg 
Gin Leu Lys Arg He Glu Asn Lys He Asn Arg Gin Val Thr Phe Ser 
10 15 20 

aaa aga aga get ggt ctt atg aag aaa get cat gag ate tct gtt ctg 
Lys Arg Arg Ala Gly Leu Met Lys Lys Ala His Glu He Ser Val Leu 
25 30 35 



101 



149 



tgt gat get gaa gtt gcg ctt gtt gtc ttc tec cat aag ggg aaa etc 197 
Cys Asp Ala Glu Val Ala Leu Val Val Phe Ser His Lys Gly Lys Leu 
40 45 50 

ttt gaa tac tec act gat tct tgt atg gag aag ata ctt gaa cgc tat 245 
Phe Glu Tyr Ser Thr Asp Ser Cys Met Glu Lys He Leu Glu Arg Tyr 
55 60 65 70 

gag aga tac tct tac gec gag aga cag ctt ata gca cct gag tec gac 293 
Glu Arg Tyr Ser Tyr Ala Glu Arg Gin Leu He Ala Pro Glu Ser Asp 
75 80 85 



3 



tec aat acg aac tgg teg atg gag tat aat agg ctt aag get aag att 341 
Ser Asn Thr Asn Trp Ser Met Glu Tyr Asn Arg Leu Lys Ala Lys lie 
90 95 100 

gag ctt ttg gag aga aac cag agg cac tat ctt ggg gaa gac ttg caa 3 89 
Glu Leu Leu Glu Arg Asn Gin Arg His Tyr Leu Gly Glu Asp Leu Gin 
105 110 115 

gca atg age cct aag gaa etc cag aat eta gag caa cag ctt gat act 
Ala Met Ser Pro Lys Glu Leu Gin Asn Leu Glu Gin Gin Leu Asp Thr 
120 125 130 

get ctt aag cac ate cgc tct aga aaa aac caa ctt atg tac gac tec 
Ala Leu Lys His lie Arg Ser Arg Lys Asn Gin Leu Met Tyr Asp Ser 
135 140 145 150 

ate aat gag etc caa aga aag gag aaa gee ata cag gaa caa aac age 
lie Asn Glu Leu Gin Arg Lys Glu Lys Ala He Gin Glu Gin Asn Ser 
155 160 165 

atg ctt tec aag cag att aag gag agg gaa aac gtt ctt agg gcg caa 5 81 
Met Leu Ser Lys Gin He Lys Glu Arg Glu Asn Val Leu Arg Ala Gin 
170 175 180 



caa gag caa tgg gac gag cag aac cat ggc cat aat atg cct ccg cct 
Gin Glu Gin Trp Asp Glu Gin Asn His Gly His Asn Met Pro Pro Pro 
185 190 195 

cca ccc ccg cag cag cat caa ate cag cat cct tac atg etc tct cat 
Pro Pro Pro Gin Gin His Gin He Gin His Pro Tyr Met Leu Ser His 
200 205 210 



tat aac tgc aat etc ggc tgc 
Tyr Asn Cys Asn Leu Gly Cys 
250 



<210> 4 
<211> 253 
<212> PRT 

<213> Brassica oleracea 
<220> 

<22 3> APETALA1 (API) 



<400> 4 
























Met Gly Arg Gly Arg 


Val 


Gin 


Leu 


Lys 


Arg 


He 


Glu 


Asn 


Lys 


He 


Asn 


1 5 










10 










15 




Arg Gin Val Thr Phe 


Ser 


Lys 


Arg 


Arg 


Ala 


Gly 


Leu 


Met 


Lys 


Lys 


Ala 


20 








25 










30 






His Glu He Ser Val 


Leu 


Cys 


Asp 


Ala 


Glu 


Val 


Ala 


Leu 


Val 


Val 


Phe 


35 






40 










45 









437 



485 



533 



629 



677 



cag cca tct cct ttt etc aac atg ggg ggg ctg tat caa gaa gaa gat 725 
Gin Pro Ser Pro Phe Leu Asn Met Gly Gly Leu Tyr Gin Glu Glu Asp 
215 220 225 230 

caa atg gca atg agg agg aac gat etc gat ctg tct ctt gaa ccc ggt 773 
Gin Met Ala Met Arg Arg Asn Asp Leu Asp Leu Ser Leu Glu Pro Gly 
235 240 245 



794 



4 



Ser His Lys Gly 
50 

Lys lie Leu Glu 
65 

He Ala Pro Glu 

Arg Leu Lys Ala 
100 

Leu Gly Glu Asp 
115 

Glu Gin Gin Leu 
130 

Gin Leu Met Tyr 
145 

He Gin Glu Gin 

Asn Val Leu Arg 
180 

His Asn Met Pro 
195 

Pro Tyr Met Leu 
210 

Leu Tyr Gin Glu 
225 

Leu Ser Leu Glu 



Lys Leu Phe Glu 
55 

Arg Tyr Glu Arg 
70 

Ser Asp Ser Asn 
85 

Lys He Glu Leu 

Leu Gin Ala Met 
120 

Asp Thr Ala Leu 
135 

Asp Ser He Asn 
150 

Asn Ser Met Leu 
165 

Ala Gin Gin Glu 

Pro Pro Pro Pro 
200 

Ser His Gin Pro 
215 

Glu Asp Gin Met 
230 

Pro Gly Tyr Asn 
245 



Tyr Ser Thr Asp 
60 

Tyr Ser Tyr Ala 

75 

Thr Asn Trp Ser 
90 

Leu Glu Arg Asn 
105 

Ser Pro Lys Glu 

Lys His He Arg 
140 

Glu Leu Gin Arg 
155 

Ser Lys Gin He 
170 

Gin Trp Asp Glu 
185 

Pro Gin Gin His 

Ser Pro Phe Leu 
220 

Ala Met Arg Arg 
235 

Cys Asn Leu Gly 
250 




Ser Cys Met Glu 

Glu Arg Gin Leu 
80 

Met Glu Tyr Asn 
95 

Gin Arg His Tyr 
110 

Leu Gin Asn Leu 
125 

Ser Arg Lys Asn 

Lys Glu Lys Ala 
160 

Lys Glu Arg Glu 
175 

Gin Asn His Gly 
190 

Gin He Gin His 
205 

Asn Met Gly Gly 

Asn Asp Leu Asp 
240 

Cys 



<210> 5 

<211> 768 

<212> DNA 

<213> Brassica oleracea var. botrytis 



<220> 

<221> CDS 

<222> (1) . . (768) 

<223> APETALA1 (API) 



<400> 5 

atg gga agg ggt agg gtt cag ttg aag agg ata gaa aac aag ate aat 4 8 

Met Gly Arg Gly Arg Val Gin Leu Lys Arg He Glu Asn Lys He Asn 
15 10 15 



aga caa gtg aca ttc teg aaa aga aga get ggt ctt atg aag aaa get 96 
Arg Gin Val Thr Phe Ser Lys Arg Arg Ala Gly Leu Met Lys Lys Ala 
20 25 30 



cat gag ate tct gtt ctg tgt gat get gaa gtt gcg ctt gtt gtc ttc 144 
His Glu He Ser Val Leu Cys Asp Ala Glu Val Ala Leu Val Val Phe 
35 40 45 



tec cat aag ggg aaa etc ttt gaa tac ccc act gat tct tgt atg gag 192 
Ser His Lys Gly Lys Leu Phe Glu Tyr Pro Thr Asp Ser Cys Met Glu 
50 55 60 



gag ata ctt gaa cgc tat gag aga tac tct tac gee gag aga cag ctt 240 
Glu He Leu Glu Arg Tyr Glu Arg Tyr Ser Tyr Ala Glu Arg Gin Leu 
65 70 75 80 



5 



ata gca cct gag tec gac tec aat acg aac tgg teg atg gag tat aat 28 8 
lie Ala Pro Glu Ser Asp Ser Asn Thr Asn Trp Ser Met Glu Tyr Asn 
85 90 95 

agg ctt aag get aag att gag ctt ttg gag aga aac cag agg cac tat 336 
Arg Leu Lys Ala Lys lie Glu Leu Leu Glu Arg Asn Gin Arg His Tyr 
100 105 110 

ctt 999 9 a ^ 9 ac ttg caa gca atg age cct aag gaa etc cag aat eta 384 
Leu Gly Glu Asp Leu Gin Ala Met Ser Pro Lys Glu Leu Gin Asn Leu 
115 120 125 

gag caa cag ctt gat act get ctt aag cac ate cgc tct aga aaa aac 432 
Glu Gin Gin Leu Asp Thr Ala Leu Lys His lie Arg Ser Arg Lys Asn 
130 135 140 

caa ctt atg tac gac tec ate aat gag etc caa aga aag gag aaa gec 480 
Gin Leu Met Tyr Asp Ser lie Asn Glu Leu Gin Arg Lys Glu Lys Ala 
145 150 155 160 

ata cag gaa caa aac age atg ctt tec aag cag att aag gag agg gaa 52 8 
lie Gin Glu Gin Asn Ser Met Leu Ser Lys Gin lie Lys Glu Arg Glu 
165 170 175 

aac gtt ctt agg gcg caa caa gag caa tgg gac gag cag aac cat ggc 576 
Asn Val Leu Arg Ala Gin Gin Glu Gin Trp Asp Glu Gin Asn His Gly 
180 185 190 

cat aat atg cct ccg cct cca ccc ccg cag cag cat caa ate cag cat 624 
His Asn Met Pro Pro Pro Pro Pro Pro Gin Gin His Gin lie Gin His 
195 200 205 

cct tac atg etc tct cat cag cca tct cct ttt etc aac atg gga ggg 672 
Pro Tyr Met Leu Ser His Gin Pro Ser Pro Phe Leu Asn Met Gly Gly 
210 215 220 

ctg tat caa gaa gaa gat caa atg gca atg agg agg aac gat etc gat 720 
Leu Tyr Gin Glu Glu Asp Gin Met Ala Met Arg Arg Asn Asp Leu Asp 
225 230 235 240 

ctg tct ctt gaa ccc gtt tac aac tgc aac ctt ggc cgt cgc tgc tga 768 
Leu Ser Leu Glu Pro Val Tyr Asn Cys Asn Leu Gly Arg Arg Cys 
245 250 255 



<210> 6 
<211> 255 
<212> PRT 

<213> Brassica oleracea var. botrytis 
<220> 

<22 3> APETALA1 (API) 
<400> 6 

Met Gly Arg Gly Arg Val Gin Leu Lys Arg lie Glu Asn Lys lie Asn 

15 10 15 

Arg Gin Val Thr Phe Ser Lys Arg Arg Ala Gly Leu Met Lys Lys Ala 

20 25 30 

His Glu lie Ser Val Leu Cys Asp Ala Glu Val Ala Leu Val Val Phe 
35 40 45 
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95 
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He 


Glu 


Leu 
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Glu 


Arg 
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Arg 
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Tyr 
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Glu 
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Leu 


Gin 
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Pro 


Lys 


Glu 


Leu 


Gin 


Asn 


Leu 
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125 
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Gin 


Gin 


Leu 
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Leu 


Lys 


His 


He 


Arg 
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Arg 


Lys 


Asn 
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He 
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Glu 


Leu 
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Lys 
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Lys 
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Asn 
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Pro 


Pro 


Pro 


Pro 


Pro 


Gin 


Gin 


His 


Gin 


He 


Gin 


His 
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Pro 


Tyr 


Met 
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His 


Gin 


Pro 


Ser 


Pro 


Phe 


Leu 


Asn 


Met 


Gly 


Gly 
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Tyr 


Gin 


Glu 


Glu 


ASp 


Gin 


Met 


Ala 


Met 


Arg 


Arg 


Asn 


Asp 


Leu 


Asp 


225 








230 
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<210> 7 

<211> 1345 

<212> DNA 

<213> Zea mays 

<220> 
<221> CDS 

<222> (149) . . (970) 
<223> APETALA1 (API) 

<400> 7 

gcacgagtcc tcctcctcct cgcatcccac cccaccccac cttctcctta aagctacctg 60 

cctacccggc ggttgcgcgc cgcaatcgat cgaccggaag agaaagagca gctagctagc 12 0 

tagcagatcg gagcacggca acaaggcg atg ggg cgc ggc aag gta cag ctg 172 

Met Gly Arg Gly Lys Val Gin Leu 
1 5 



aag egg ata gag aac aag ata aac egg cag gtg acc ttc tec aag cgc 
Lys Arg He Glu Asn Lys He Asn Arg Gin Val Thr Phe Ser Lys Arg 
10 15 20 

egg aac ggc ctg etc aag aag gcg cac gag ate tec gtc etc tgc gat 
Arg Asn Gly Leu Leu Lys Lys Ala His Glu He Ser Val Leu Cys Asp 
25 30 35 40 

gec gag gtc gec gtc ate gtc ttc tec ccc aag ggc aag etc tac gag 
Ala Glu Val Ala Val He Val Phe Ser Pro Lys Gly Lys Leu Tyr Glu 
45 50 55 



220 



268 



316 



7 



m 



tac gcc acc gac tec cgc atg gac aaa att ctt gaa cgc tat gag cga 364 
Tyr Ala Thr Asp Ser Arg Met Asp Lys lie Leu Glu Arg Tyr Glu Arg 
60 65 70 

tat tec tat get gaa aag get ctt att tea get gaa tct gaa agt gag 412 
Tyr Ser Tyr Ala Glu Lys Ala Leu lie Ser Ala Glu Ser Glu Ser Glu 
75 80 85 

gga aat tgg tgc cac gaa tac agg aaa ctg aag gcc aaa att gag acc 4 60 
Gly Asn Trp Cys His Glu Tyr Arg Lys Leu Lys Ala Lys lie Glu Thr 
90 95 100 

ata caa aaa tgc cac aag cac ctg atg gga gag gat eta gag tct ttg 508 
He Gin Lys Cys His Lys His Leu Met Gly Glu Asp Leu Glu Ser Leu 
105 110 115 120 

aat ccc aaa gag etc cag caa eta gag cag cag ctg gat age tea ctg 556 
Asn Pro Lys Glu Leu Gin Gin Leu Glu Gin Gin Leu Asp Ser Ser Leu 
125 130 135 

aag cac ate aga tea agg aag age cac ctt atg gcc gag tct att tct 604 
Lys His He Arg Ser Arg Lys Ser His Leu Met Ala Glu Ser He Ser 
140 145 150 

gag eta cag aag aag gag agg tea ctg cag gag gag aac aag get ctg 652 
Glu Leu Gin Lys Lys Glu Arg Ser Leu Gin Glu Glu Asn Lys Ala Leu 
155 160 165 

cag aag gaa ctt gcg gag agg cag aag gcc gtc gcg age egg cag cag 7 00 
Gin Lys Glu Leu Ala Glu Arg Gin Lys Ala Val Ala Ser Arg Gin Gin 
170 175 180 

cag caa cag cag cag gtg cag tgg gac cag cag aca cat gcc cag gcc 74 8 
Gin Gin Gin Gin Gin Val Gin Trp Asp Gin Gin Thr His Ala Gin Ala 
185 190 195 200 

cag aca age tea tea teg tec tec ttc atg atg agg cag gat cag cag 796 
Gin Thr Ser Ser Ser Ser Ser Ser Phe Met Met Arg Gin Asp Gin Gin 
205 210 215 

gga ctg ccg cct cca cac aac ate tgc ttc ccg ccg ttg aca atg gga 844 
Gly Leu Pro Pro Pro His Asn He Cys Phe Pro Pro Leu Thr Met Gly 
220 225 230 

gat aga ggt gaa gag ctg get gcg gcg gcg gcg gcg cag cag cag cag 8 92 
Asp Arg Gly Glu Glu Leu Ala Ala Ala Ala Ala Ala Gin Gin Gin Gin 
235 240 245 

cca ctg ccg ggg cag gcg caa ccg cag etc cgc ate gca ggt ctg cca 940 
Pro Leu Pro Gly Gin Ala Gin Pro Gin Leu Arg He Ala Gly Leu Pro 
250 255 260 

cca tgg atg ctg age cac etc aat gca taa ggagagggtc gatgaacaca 990 
Pro Trp Met Leu Ser His Leu Asn Ala 
265 270 

tcgacctcct ctctctctct ctctcgtcat ggatcatgac gtacgegtae catatggttg 1050 
ctgtgcctgc ccccatcgat cgcgagcaat ggcacgctca tgcaagtgat cattgctccc 1110 
cgttggttaa accctagcct atgttcatgg cgtcagcaac taagctaaac tattgttatg 1170 



8 



tttgcaagaa agggtaaacc cgctagctgt gtaatcttgt ccagctatca gtatgcttgt 1230 
tactgcccag ttacccttga atctagcggc gcttttggtg agagggtgca gtttacttta 12 90 
aacatggttc gtgacttgct gtaaatagta gtattaatcg atttgggcat ctaaa 1345 



<210> 8 

<211> 273 

<212> PRT 

<213> Zea mays 

<220> 

<22 3> APETALA1 (API) 
<400> 8 
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Ser 


Pro 


Lys 


Gly 


Lys 


Leu 


Tyr 


UlU 


Tyr 


Ala 
i-i_L cl 


i nx. 


ASp 


Ser 


& TCI 


Met 


Asp 




50 










55 










D U 










Lys 


lie 


Leu 


Glu 


Arg 


Tyr 


Glu 


Arg 


Tyr 


t>er 


Tyr 


Aid 


m n 


Ly s 


Ala 


Leu 


65 










70 










/ 3 










8 0 


lie 


Ser 


Ala 


Glu 


Ser 


Glu 


Ser 


Glu 


Gly 


Asn 


Trp 


Cys 


U-i o 

rllS 


blU 


Tyr 


Arg 










85 










9 0 










JO 




Lys 


Leu 


Lys 


Ala 


Lys 


lie 


Glu 


Thr 


He 


Gin 


Lys 


Cys 


rii S 


Lys 


nis 


Leu 




100 










105 
















Met 


Gly 


Glu 


Asp 


Leu 


Glu 


Ser 


Leu 


Asn 


Pro 


Lys 


Glu 


Leu 


Gin 


Gin 


Leu 




115 










120 










125 








Glu 


Gin 


Gin 


Leu 


Asp 


Ser 


Ser 


Leu 


Lys 


His 


He 


Arg 


Ser 


Arg 


Lys 


Ser 




130 










135 










140 










His 


Leu 


Met 


Ala 


Glu 


Ser 


He 


Ser 


Glu 


Leu 


Gin 


Lys 


Lys 


Glu 


Arg 


Ser 


145 










150 










155 










160 


Leu 


Gin 


Glu 


Glu 


Asn 


Lys 


Ala 


Leu 


Gin 


Lys 


Glu 


Leu 


Ala 


Glu 


Arg 


Gin 










165 










170 










175 




Lys 


Ala 


Val 


Ala 


Ser 


Arg 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Val 


Gin 


Trp 






180 










185 










190 






Asp 


Gin 


Gin 


Thr 


His 


Ala 


Gin 


Ala 


Gin 


Thr 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 




195 










200 










205 








Phe 


Met 


Met 


Arg 


Gin 


Asp 


Gin 


Gin 


Gly 


Leu 


Pro 


Pro 


Pro 


His 


Asn 


He 




210 










215 










220 










Cys 


Phe 


Pro 


Pro 


Leu 


Thr 


Met 


Gly 


Asp 


Arg 


Gly 


Glu 


Glu 


Leu 


Ala 


Ala 


225 










230 










235 










240 


Ala 


Ala 


Ala 


Ala 


Gin 


Gin 


Gin 


Gin 


Pro 


Leu 


Pro 


Gly 


Gin 


Ala 


Gin 


Pro 










245 










250 










255 




Gin 


Leu 


Arg 


lie 


Ala 


Gly 


Leu 


Pro 


Pro 


Trp 


Met 


Leu 


Ser 


His 


Leu 


Asn 






260 










265 










270 







Ala 



<210> 9 
<211> 779 
<212> DNA 

<213> Arabidopsis thaliana 



9 



<220> 

<221> CDS 

<222> (10) . . (777) 

<223> CAULIFLOWER (CAL) 

<220> 

<221> modif ied_base 
<222> (778) . . (779) 
<223>n=g, a, cort 

<400> 9 

ttaagagaa atg gga agg ggt agg gtt gaa ttg aag agg ata gag aac aag 51 
Met Gly Arg Gly Arg Val Glu Leu Lys Arg lie Glu Asn Lys 
15 10 

ate aat aga caa gtg aca ttc teg aaa aga aga act ggt ctt ttg aag 99 
He Asn Arg Gin Val Thr Phe Ser Lys Arg Arg Thr Gly Leu Leu Lys 
15 20 25 30 

aaa get cag gag ate tct gtt ctt tgt gat gec gag gtt tec ctt att 147 
Lys Ala Gin Glu He Ser Val Leu Cys Asp Ala Glu Val Ser Leu He 
35 40 45 



gtc ttc tec cat aag ggc aaa ttg ttc gag tac tec tct gaa tct tgc 
Val Phe Ser His Lys Gly Lys Leu Phe Glu Tyr Ser Ser Glu Ser Cys 
50 55 60 



caa agg cat tat ctg gga gaa gag ttg gaa cca atg age etc aag gat 
Gin Arg His Tyr Leu Gly Glu Glu Leu Glu Pro Met Ser Leu Lys Asp 
115 120 125 



tec aga aaa aat caa etc atg aat gag tec etc aac cac etc caa aga 
Ser Arg Lys Asn Gin Leu Met Asn Glu Ser Leu Asn His Leu Gin Arg 
145 150 155 



195 



atg gag aag gta eta gaa cgc tac gag agg tat tct tac gee gag aga 243 
Met Glu Lys Val Leu Glu Arg Tyr Glu Arg Tyr Ser Tyr Ala Glu Arg 
65 70 75 

cag ctg att gca cct gac tct cac gtt aat gca cag acg aac tgg tea 291 
Gin Leu He Ala Pro Asp Ser His Val Asn Ala Gin Thr Asn Trp Ser 
80 85 90 

atg gag tat age agg ctt aag gee aag att gag ctt ttg gag aga aac 339 
Met Glu Tyr Ser Arg Leu Lys Ala Lys He Glu Leu Leu Glu Arg Asn 
95 100 105 110 



387 



etc caa aat ctg gag cag cag ctt gag act get ctt aag cac att cgc 435 
Leu Gin Asn Leu Glu Gin Gin Leu Glu Thr Ala Leu Lys His He Arg 
130 135 140 



483 



aag gag aag gag ata cag gag gaa aac age atg ctt ace aaa cag ata 531 
Lys Glu Lys Glu He Gin Glu Glu Asn Ser Met Leu Thr Lys Gin He 
160 165 170 

aag gag agg gaa aac ate eta aag aca aaa caa ace caa tgt gag cag 579 
Lys Glu Arg Glu Asn He Leu Lys Thr Lys Gin Thr Gin Cys Glu Gin 
175 180 185 190 



10 



ctg aac cgc age gtc gac gat gta cca cag cca caa cca ttt caa cac 627 
Leu Asn Arg Ser Val Asp Asp Val Pro Gin Pro Gin Pro Phe Gin His 
195 200 205 



ccc cat ctt tac atg ate 
Pro His Leu Tyr Met lie 
210 

99 fc ggt ttg tac caa gga 
Gly Gly Leu Tyr Gin Gly 
225 

ctg gat ctg act ctt gaa 
Leu Asp Leu Thr Leu Glu 
240 

get tga nn 

Ala 

255 



get cat cag act tct cct 
Ala His Gin Thr Ser Pro 
215 

gaa gac caa acg gcg atg 
Glu Asp Gin Thr Ala Met 
230 

ccc att tac aat tac ctt 
Pro lie Tyr Asn Tyr Leu 
245 250 



ttc eta aat atg 675 
Phe Leu Asn Met 
220 

a 99 a 99 aac aat 72 3 

Arg Arg Asn Asn 

235 

ggc tgt tac gec 771 
Gly Cys Tyr Ala 



779 



<210> 10 




























<211> 255 




























<212> PRT 




























<213> Arabidopsis thaliana 




















<220> 




























<223> CAULIFLOWER (CAL) 






















<400> 10 




























Met Gly Arg 


Gly Arg 


Val 


Glu 


Leu 


Lys 


Arg 


He 


Glu 


Asn 


Lys 


He 


Asn 


1 




5 










10 










15 




Arg Gin Val 


Thr 


Phe 


Ser 


Lys 


Arg 


Arg 


Thr 


Gly 


Leu 


Leu 


Lys 


Lys 


Ala 




20 










25 










30 






Gin Glu lie 


Ser 


Val 


Leu 


Cys 


Asp 


Ala 


Glu 


Val 


Ser 


Leu 


He 


Val 


Phe 


35 










40 










45 








Ser His Lys 


Gly 


Lys 


Leu 


Phe 


Glu 


Tyr 


Ser 


Ser 


Glu 


Ser 


Cys 


Met 


Glu 


50 








55 










60 










Lys Val Leu 


Glu 


Arg 


Tyr 


Glu 


Arg 


Tyr 


Ser 


Tyr 


Ala 


Glu 


Arg 


Gin 


Leu 


65 






70 










75 










80 


lie Ala Pro 


Asp 


Ser 


His 


Val 


Asn 


Ala 


Gin 


Thr 


Asn 


Trp 


Ser 


Met 


Glu 






85 










90 










95 




Tyr Ser Arg 


Leu 


Lys 


Ala 


Lys 


He 


Glu 


Leu 


Leu 


Glu 


Arg 


Asn 


Gin 


Arg 




100 










105 










110 






His Tyr Leu 


Gly 


Glu 


Glu 


Leu 


Glu 


Pro 


Met 


Ser 


Leu 


Lys 


Asp 


Leu 


Gin 


115 










120 










125 








Asn Leu Glu 


Gin 


Gin 


Leu 


Glu 


Thr 


Ala 


Leu 


Lys 


His 


He 


Arg 


Ser 


Arg 


130 








135 










140 










Lys Asn Gin 


Leu 


Met 


Asn 


Glu 


Ser 


Leu 


Asn 


His 


Leu 


Gin 


Arg 


Lys 


Glu 


145 






150 










155 










160 


Lys Glu lie 


Gin 


Glu 


Glu 


Asn 


Ser 


Met 


Leu 


Thr 


Lys 


Gin 


He 


Lys 


Glu 






165 










170 










175 




Arg Glu Asn 


lie 


Leu 


Lys 


Thr 


Lys 


Gin 


Thr 


Gin 


Cys 


Glu 


Gin 


Leu 


Asn 




180 










185 










190 






Arg Ser Val 


Asp 


Asp 


Val 


Pro 


Gin 


Pro 


Gin 


Pro 


Phe 


Gin 


His 


Pro 


His 


195 










200 










205 








Leu Tyr Met 


He 


Ala 


His 


Gin 


Thr 


Ser 


Pro 


Phe 


Leu 


Asn 


Met 


Gly 


Gly 


210 








215 










220 










Leu Tyr Gin 


Gly 


Glu 


Asp 


Gin 


Thr 


Ala 


Met 


Arg 


Arg 


Asn 


Asn 


Leu 


Asp 


225 






230 










235 










240 



11 



Leu Thr Leu Glu Pro He Tyr Asn Tyr Leu Gly Cys Tyr Ala Ala 
245 250 255 



<210> 11 
<211> 756 
<212> DMA 

<213> Brassica oleracea 

<220> 

<221> CDS 

<222> (1) . . (756) 

<2 23> CAULIFLOWER 

<400> 11 

at 9 gga agg ggt agg gtt gaa atg aag agg ata gag aac aag ate aac 4 8 

Met Gly Arg Gly Arg Val Glu Met Lys Arg He Glu Asn Lys He Asn 
15 10 15 

cga caa gtg acg ttt teg aaa aga aga get ggt ctt ttg aag aaa gec 96 
Arg Gin Val Thr Phe Ser Lys Arg Arg Ala Gly Leu Leu Lys Lys Ala 
20 25 30 

cat gag ate teg ate ctt tgt gat get gag gtt tec ctt att gtc ttc 144 
His Glu He Ser He Leu Cys Asp Ala Glu Val Ser Leu He Val Phe 
35 40 45 

tec cat aag ggg aaa ctg ttc gag tac teg tct gaa tct tgc atg gag 192 
Ser His Lys Gly Lys Leu Phe Glu Tyr Ser Ser Glu Ser Cys Met Glu 
50 55 60 

aag gta eta gaa cac tac gag agg tac tct tac gec gag aaa cag eta 240 
Lys Val Leu Glu His Tyr Glu Arg Tyr Ser Tyr Ala Glu Lys Gin Leu 
65 70 75 80 

aaa gtt cca gac tct cac gtc aat gca caa acg aac tgg tea gtg gaa 2 88 
Lys Val Pro Asp Ser His Val Asn Ala Gin Thr Asn Trp Ser Val Glu 
85 90 95 

tat age agg ctt aag get aag att gag ctt ttg gag aga aac caa agg 336 
Tyr Ser Arg Leu Lys Ala Lys He Glu Leu Leu Glu Arg Asn Gin Arg 
100 105 110 

cat tat ctg ggc gaa gat tta gaa tea ate age ata aag gag eta cag 3 84 
His Tyr Leu Gly Glu Asp Leu Glu Ser He Ser He Lys Glu Leu Gin 
115 120 125 

aat ctg gag cag cag ctt gac act tct ctt aaa cat att cgc teg aga 4 32 
Asn Leu Glu Gin Gin Leu Asp Thr Ser Leu Lys His He Arg Ser Arg 
130 135 140 

aaa aat caa eta atg cac gag tec etc aac cac etc caa aga aag gag 4 80 
Lys Asn Gin Leu Met His Glu Ser Leu Asn His Leu Gin Arg Lys Glu 
145 150 155 160 

aaa gaa ata ctg gag gaa aac age atg ctt gec aaa cag ata agg gag 52 8 
Lys Glu He Leu Glu Glu Asn Ser Met Leu Ala Lys Gin He Arg Glu 
165 170 175 



12 



agg gag agt ate eta agg aca cat caa aac caa tea gag cag caa aac 576 
Arg Glu Ser lie Leu Arg Thr His Gin Asn Gin Ser Glu Gin Gin Asn 
180 185 190 



cgc age cac cat gta get cct cag ccg caa ccg cag tta aat cct tac 624 
Arg Ser His His Val Ala Pro Gin Pro Gin Pro Gin Leu Asn Pro Tyr 
195 200 205 

atg gca tea tct cct ttc eta aat atg ggt ggc atg tac caa gga gaa 672 
Met Ala Ser Ser Pro Phe Leu Asn Met Gly Gly Met Tyr Gin Gly Glu 
210 215 220 

tat cca acg gcg gtg agg agg aac cgt etc gat ctg act ctt gaa ccc 720 
Tyr Pro Thr Ala Val Arg Arg Asn Arg Leu Asp Leu Thr Leu Glu Pro 
225 230 235 240 

att tac aac tgc aac ctt ggt tac ttt gec gca tga 756 
lie Tyr Asn Cys Asn Leu Gly Tyr Phe Ala Ala 
245 250 



<210> 12 
<211> 251 
<212> PRT 

<213> Brassica oleracea 
<220> 

<223> CAULIFLOWER (CAL) 



<400> 12 



Met 


Gly 


Arg 


Gly 


Arg 


Val 


Glu 


Met 


Lys 


Arg 


He 


Glu 


Asn 


Lys 


He 


Asn 


1 








5 










10 










15 




Arg 


Gin 


Val 


Thr 


Phe 


Ser 


Lys 


Arg 


Arg 


Ala 


Gly 


Leu 


Leu 


Lys 


Lys 


Ala 








20 










25 










30 






His 


Glu 


lie 


Ser 


He 


Leu 


Cys 


Asp 


Ala 


Glu 


Val 


Ser 


Leu 


He 


Val 


Phe 






35 










40 










45 








Ser 


His 


Lys 


Gly 


Lys 


Leu 


Phe 


Glu 


Tyr 


Ser 


Ser 


Glu 


Ser 


Cys 


Met 


Glu 




50 










55 










60 










Lys 


val 


Leu 


Glu 


His 


Tyr 


Glu 


Arg 


Tyr 


Ser 


Tyr 


Ala 


Glu 


Lys 


Gin 


Leu 


65 










70 










75 










80 


Lys 


Val 


Pro 


Asp 


Ser 


His 


Val 


Asn 


Ala 


Gin 


Thr 


Asn 


Trp 


Ser 


Val 


Glu 










85 










90 










95 




Tyr 


Ser 


Arg 


Leu 


Lys 


Ala 


Lys 


He 


Glu 


Leu 


Leu 


Glu 


Arg 


Asn 


Gin 


Arg 








100 










105 










110 






His 


Tyr 


Leu 


Gly 


Glu 


Asp 


Leu 


Glu 


Ser 


He 


Ser 


He 


Lys 


Glu 


Leu 


Gin 






115 










120 










125 








Asn 


Leu 


Glu 


Gin 


Gin 


Leu 


Asp 


Thr 


Ser 


Leu 


Lys 


His 


He 


Arg 


Ser 


Arg 




130 










135 










140 










Lys 


Asn 


Gin 


Leu 


Met 


His 


Glu 


Ser 


Leu 


Asn 


His 


Leu 


Gin 


Arg 


Lys 


Glu 


145 










150 










155 










160 


Lys 


Glu 


He 


Leu 


Glu 


Glu 


Asn 


Ser 


Met 


Leu 


Ala 


Lys 


Gin 


He 


Arg 


Glu 










165 










170 










175 




Arg 


Glu 


Ser 


He 


Leu 


Arg 


Thr 


His 


Gin 


Asn 


Gin 


Ser 


Glu 


Gin 


Gin 


Asn 








180 










185 










190 






Arg 


Ser 


His 


His 


Val 


Ala 


Pro 


Gin 


Pro 


Gin 


Pro 


Gin 


Leu 


Asn 


Pro 


Tyr 






195 










200 










205 








Met 


Ala 


Ser 


Ser 


Pro 


Phe 


Leu 


Asn 


Met 


Gly 


Gly 


Met 


Tyr 


Gin 


Gly 


Glu 




210 










215 










220 










Tyr 


Pro 


Thr 


Ala 


Val 


Arg 


Arg 


Asn 


Arg 


Leu 


Asp 


Leu 


Thr 


Leu 


Glu 


Pro 



225 230 235 240 



13 



lie Tyr Asn Cys Asn Leu Gly Tyr Phe Ala Ala 
245 250 



<210> 13 
<211> 756 
<212> DNA 

<213> Brassica oleracea var. botrytis 

<220> 

<221> CDS 

<222> (1} . . (453 ) 

<223> CAULIFLOWER 

<400> 13 

atg gga agg ggt agg gtt gaa atg aag agg ata gag aac aag ate aac 4 8 

Met Gly Arg Gly Arg Val Glu Met Lys Arg lie Glu Asn Lys lie Asn 

15 10 15 

aga caa gtg acg ttt teg aaa aga aga get ggt ctt ttg aag aaa gec 96 
Arg Gin Val Thr Phe Ser Lys Arg Arg Ala Gly Leu Leu Lys Lys Ala 
20 25 30 

cat gag ate teg att ctt tgt gat get gag gtt tec ctt att gtc ttc 144 
His Glu lie Ser lie Leu Cys Asp Ala Glu Val Ser Leu He Val Phe 
35 40 45 

tec cat aag ggg aaa ctg ttc gag tac teg tct gaa tct tgc atg gag 192 
Ser His Lys Gly Lys Leu Phe Glu Tyr Ser Ser Glu Ser Cys Met Glu 
50 55 60 

aag gta eta gaa cgc tac gag agg tac tct tac gee gag aaa cag eta 240 
Lys Val Leu Glu Arg Tyr Glu Arg Tyr Ser Tyr Ala Glu Lys Gin Leu 
65 70 75 80 

aaa get cca gac tct cac gtc aat gca caa acg aac tgg tea atg gaa 288 
Lys Ala Pro Asp Ser His Val Asn Ala Gin Thr Asn Trp Ser Met Glu 
85 90 95 

tat age agg ctt aag get aag att gag ctt tgg gag agg aac caa agg 3 36 
Tyr Ser Arg Leu Lys Ala Lys He Glu Leu Trp Glu Arg Asn Gin Arg 
100 105 110 

cat tat ctg gga gaa gat tta gaa tea ate age ata aag gag eta cag 384 
His Tyr Leu Gly Glu Asp Leu Glu Ser He Ser He Lys Glu Leu Gin 
115 120 125 

aat ctg gag cag cag ctt gac act tct ctt aaa cat att cgc tec aga 432 
Asn Leu Glu Gin Gin Leu Asp Thr Ser Leu Lys His He Arg Ser Arg 
130 135 140 

aaa aat caa eta atg cac tag tccctcaacc acctccaaag aaaggagaaa 4 83 

Lys Asn Gin Leu Met His 
145 150 

gaaatactgg aggaaaacag catgcttgcc aaacagataa aggagaggga gagtatccta 543 
aggacacatc aaaaccaatc agagcagcaa aaccgcagcc accatgtagc tcctcagccg 603 
caaccgcagt taaatcctta catggcatca tctcctttcc taaatatggg tggcatgtac 663 



14 



caaggagaat atccaacggc ggtgaggagg aaccgtctcg atctgactct tgaacccatt 72 3 
tacaactgca accttggtta ctttgccgca tga 756 



<210> 14 
<211> 150 
<212> PRT 

<213> Brassica oleracea var. botrytis 
<220> 

<223> CAULIFLOWER {CAL> 
<400> 14 



Met 


Gly 


Arg 


Gly Arg 


Val 


Glu 


Met 


Lys 


Arg 


He 


Glu 


Asn 


Lys 


He 


Asn 


1 








5 










10 










15 




Arg 


Gin 


Val 


Thr 


Phe 


Ser 


Lys 


Arg 


Arg 


Ala 


Gly 


Leu 


Leu 


Lys 


Lys 


Ala 








20 










25 










30 






His 


Glu 


He 


Ser 


He 


Leu 


Cys 


Asp 


Ala 


Glu 


Val 


Ser 


Leu 


He 


Val 


Phe 






35 










40 










45 








Ser 


His 


Lys 


Gly 


Lys 


Leu 


Phe 


Glu 


Tyr 


Ser 


Ser 


Glu 


Ser 


Cys 


Met 


Glu 




50 










55 










60 










Lys 


Val 


Leu 


Glu 


Arg 


Tyr 


Glu 


Arg 


Tyr 


Ser 


Tyr 


Ala 


Glu 


Lys 


Gin 


Leu 


65 










70 










75 










SO 


Lys 


Ala 


Pro 


Asp 


Ser 


His 


Val 


Asn 


Ala 


Gin 


Thr 


Asn 


Trp 


Ser 


Met 


Glu 










85 










90 










95 




Tyr 


Ser 


Arg 


Leu 


Lys 


Ala 


Lys 


He 


Glu 


Leu 


Trp 


Glu 


Arg 


Asn 


Gin 


Arg 








100 










105 










110 






His 


Tyr 


Leu 


Gly Glu 


Asp 


Leu 


Glu 


Ser 


He 


Ser 


He 


Lys 


Glu 


Leu 


Gin 






115 










120 










12 5 








Asn 


Leu 


Glu 


Gin 


Gin 


Leu 


Asp 


Thr 


Ser 


Leu 


Lys 


His 


He 


Arg 


Ser 


Arg 




130 










135 










140 










Lys 


Asn 


Gin 


Leu 


Met 


His 






















145 










150 























<210> 15 

<211> 1500 ■. 
<212> DNA 

<213> Arabidopsis thaliana - 

<220> 

<221> CDS 

<222> (72) . . (1346) 

<2 23> LEAFY (LFY) 

<400> 15 

aaagcaatct gctcaaaaga gtaaagaaag agagaaaaag agagtgatag agagagagag 60 

aaaaatagat t atg gat cct gaa ggt ttc acg agt ggc tta ttc egg tgg 110 
Met Asp Pro Glu Gly Phe Thr Ser Gly Leu Phe Arg Trp 
15 10 

aac cca acg aga gca ttg gtt caa gca cca cct ccg gtt cca cct ccg 158 
Asn Pro Thr Arg Ala Leu Val Gin Ala Pro Pro Pro Val Pro Pro Pro 
15 20 25 

ctg cag caa cag ccg gtg aca ccg cag acg get get ttt ggg atg cga 2 06 
Leu Gin Gin Gin Pro Val Thr Pro Gin Thr Ala Ala Phe Gly Met Arg 
30 35 40 45 



15 



ctt ggt ggt tta gag gga eta ttc ggt cca tac ggt ata cgt ttc tac 254 
Leu Gly Gly Leu Glu Gly Leu Phe Gly Pro Tyr Gly He Arg Phe Tyr 
50 55 60 

acg gcg gcg aag ata gcg gag tta ggt ttt acg gcg age acg ctt gtg 302 
Thr Ala Ala Lys He Ala Glu Leu Gly Phe Thr Ala Ser Thr Leu Val 
65 70 75 

ggt atg aag gac gag gag ctt gaa gag atg atg aat agt etc tct cat 350 
Gly Met Lys Asp Glu Glu Leu Glu Glu Met Met Asn Ser Leu Ser His 
80 85 90 

ate ttt cgt tgg gag ctt ctt gtt ggt gaa egg tac ggt ate aaa get 3 98 
He Phe Arg Trp Glu Leu Leu Val Gly Glu Arg Tyr Gly He Lys Ala 
95 100 105 

gec gtt aga get gaa egg aga cga ttg caa gaa gag gag gaa gag gaa 44 6 
Ala Val Arg Ala Glu Arg Arg Arg Leu Gin Glu Glu Glu Glu Glu Glu 
110 115 120 125 

tct tct aga cgc cgt cat ttg eta etc tec gec get ggt gat tec ggt 4 94 
Ser Ser Arg Arg Arg His Leu Leu Leu Ser Ala Ala Gly Asp Ser Gly 
130 135 140 

act cat cac get ctt gat get etc tec caa gaa gat gat tgg aca ggg 542 
Thr His His Ala Leu Asp Ala Leu Ser Gin Glu Asp Asp Trp Thr Gly 
145 150 155 

tta tct gag gaa ccg gtg cag caa caa gac cag act gat gcg gcg ggg 590 
Leu Ser Glu Glu Pro Val Gin Gin Gin Asp Gin Thr Asp Ala Ala Gly 
160 165 170 

aat aac ggc gga gga gga agt ggt tac tgg gac gca ggt caa gga aag 63 8 
Asn Asn Gly Gly Gly Gly Ser Gly Tyr Trp Asp Ala Gly Gin Gly Lys 
175 180 185 

atg aag aag caa cag cag cag aga egg aga aag aaa cca atg ctg acg 686 
Met Lys Lys Gin Gin Gin Gin Arg Arg Arg Lys Lys Pro Met Leu Thr 
190 195 200 205 

tea gtg gaa ace gac gaa gac gtc aac gaa ggt gag gat gac gac ggg 7 34 
Ser Val Glu Thr Asp Glu Asp Val Asn Glu Gly Glu Asp Asp Asp Gly 
210 215 220 

atg gat aac ggc aac gga ggt agt ggt ttg ggg aca gag aga cag agg 7 82 
Met Asp Asn Gly Asn Gly Gly Ser Gly Leu Gly Thr Glu Arg Gin Arg 
225 230 235 

gag cat ccg ttt ate gta acg gag cct ggg gaa gtg gca cgt ggc aaa 83 0 
Glu His Pro Phe He Val Thr Glu Pro Gly Glu Val Ala Arg Gly Lys 
240 245 250 

aag aac ggc tta gat tat ctg ttc cac ttg tac gaa caa tgc cgt gag 878 
Lys Asn Gly Leu Asp Tyr Leu Phe His Leu Tyr Glu Gin Cys Arg Glu 
255 260 265 

ttc ctt ctt cag gtc cag aca att get aaa gac cgt ggc gaa aaa tgc 926 
Phe Leu Leu Gin Val Gin Thr He Ala Lys Asp Arg Gly Glu Lys Cys 
270 275 280 285 
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ccc acc aag gtg acg aac caa gta ttc agg tac gcg aag aaa tea gga 
Pro Thr Lys Val Thr Asn Gin Val Phe Arg Tyr Ala Lys Lys Ser Gly 
290 295 300 
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gcg agt tac ata aac aag cct aaa atg cga cac tac gtt cac tgt tac 1022 
Ala Ser Tyr lie Asn Lys Pro Lys Met Arg His Tyr Val His Cys Tyr 
305 310 315 

get etc cac tgc eta gac gaa gaa get tea aat get etc aga aga gcg 1070 
Ala Leu His Cys Leu Asp Glu Glu Ala Ser Asn Ala Leu Arg Arg Ala 
320 325 330 

ttt aaa gaa cgc ggt gag aac gtt ggc tea tgg cgt cag get tgt tac 1118 
Phe Lys Glu Arg Gly Glu Asn Val Gly Ser Trp Arg Gin Ala Cys Tyr 
335 340 345 

aag cca ctt gtg aac ate get tgt cgt cat ggc tgg gat ata gac gec 1166 
Lys Pro Leu Val Asn lie Ala Cys Arg His Gly Trp Asp lie Asp Ala 
350 355 360 365 

gtc ttt aac get cat cct cgt etc tct att tgg tat gtt cca aca aag 1214 
Val Phe Asn Ala His Pro Arg Leu Ser He Trp Tyr Val Pro Thr Lys 
370 375 380 

ctg cgt cag ctt tgc cat ttg gag egg aac aat gcg gtt get gcg get 1262 
Leu Arg Gin Leu Cys His Leu Glu Arg Asn Asn Ala Val Ala Ala Ala 
385 390 395 

gcg get tta gtt ggc ggt att age tgt acc gga teg teg acg tct gga 1310 
Ala Ala Leu Val Gly Gly He Ser Cys Thr Gly Ser Ser Thr Ser Gly 
400 405 410 

c gt ggt gga tgc ggc ggc gac gac ttg cgt ttc tag tttggtttgg 1356 
Arg Gly Gly Cys Gly Gly Asp Asp Leu Arg Phe 

415 420 425 

gtagttgtgg tttgtttagt cgttatccta attaactatt agtctttaat ttagtcttct 1416 

tggctaattt atttttcttt ttttgtcaaa acctttaatt tgttatggct aatttgttat 1476 

acaegcagtt ttcttaatgc gtta 1500 



<210> 16 
<211> 424 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<223> LEAFY (LFY) 
<400> 16 

Met Asp Pro Glu Gly Phe Thr Ser Gly Leu Phe Arg Trp Asn Pro Thr 

15 10 15 

Arg Ala Leu Val Gin Ala Pro Pro Pro Val Pro Pro Pro Leu Gin Gin 

20 25 30 

Gin Pro Val Thr Pro Gin Thr Ala Ala Phe Gly Met Arg Leu Gly Gly 

35 40 45 

Leu Glu Gly Leu Phe Gly Pro Tyr Gly He Arg Phe Tyr Thr Ala Ala 
50 55 60 
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110 
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160 
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240 
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255 
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320 
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350 
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<210> 17 

<211> 1656 
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<223> ecdysone receptor ligand binding domain 
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<400> 17 

atg egg ccg gaa tgc gtc gtc ccg gag aac caa tgt gcg atg aag egg 4 8 

Met Arg Pro Glu Cys Val Val Pro Glu Asn Gin Cys Ala Met Lys Arg 
15 10 15 

cgc gaa aag aag gec cag aag gag aag gac aaa atg acc act teg ccg 96 
Arg Glu Lys Lys Ala Gin Lys Glu Lys Asp Lys Met Thr Thr Ser Pro 
20 25 30 

age tct cag cat ggc ggc aat ggc age ttg gec tct ggt ggc ggc caa 144 
Ser Ser Gin His Gly Gly Asn Gly Ser Leu Ala Ser Gly Gly Gly Gin 
35 40 45 

gac ttt gtt aag aag gag att ctt gac ctt atg aca tgc gag ccg ccc 192 
Asp Phe Val Lys Lys Glu lie Leu Asp Leu Met Thr Cys Glu Pro Pro 
50 55 60 

cag cat gec act att ccg eta eta cct gat gaa ata ttg gec aag tgt 240 
Gin His Ala Thr lie Pro Leu Leu Pro Asp Glu lie Leu Ala Lys Cys 
65 t 70 75 80 

caa gcg cgc aat ata cct tec tta acg tac aat cag ttg gec gtt ata 288 
Gin Ala Arg Asn lie Pro Ser Leu Thr Tyr Asn Gin Leu Ala Val lie 
85 90 95 

tac aag tta att tgg tac cag gat ggc tat gag cag cca tct gaa gag 336 
Tyr Lys Leu lie Trp Tyr Gin Asp Gly Tyr Glu Gin Pro Ser Glu Glu 
100 105 110 

gat etc agg cgt ata atg agt caa ccc gat gag aac gag age caa acg 3 84 
Asp Leu Arg Arg lie Met Ser Gin Pro Asp Glu Asn Glu Ser Gin Thr 
115 120 125 

gac gtc age ttt egg cat ata acc gag ata acc ata etc acg gtc cag 432 
Asp Val Ser Phe Arg His He Thr Glu He Thr He Leu Thr Val Gin 
130 135 140 

ttg att gtt gag ttt get aaa ggt eta cca gcg ttt aca aag ata ccc 480 
Leu He Val Glu Phe Ala Lys Gly Leu Pro Ala Phe Thr Lys He Pro 
145 150 155 160 

cag gag gac cag ate acg tta eta aag gee tgc teg teg gag gtg atg 5 28 
Gin Glu Asp Gin He Thr Leu Leu Lys Ala Cys Ser Ser Glu Val Met 
165 170 175 

atg ctg cgt atg gca cga cgc tat gac cac age teg gac tea ata ttc 576 
Met Leu Arg Met Ala Arg Arg Tyr Asp His Ser Ser Asp Ser He Phe 
180 185 190 

ttc gcg aat aat aga tea tat acg egg gat tct tac aaa atg gec gga 624 
Phe Ala Asn Asn Arg Ser Tyr Thr Arg Asp Ser Tyr Lys Met Ala Gly 
195 200 205 

atg get gat aac att gaa gac ctg ctg cat ttc tgc cgc caa atg ttc 672 
Met Ala Asp Asn He Glu Asp Leu Leu His Phe Cys Arg Gin Met Phe 
210 215 220 

teg atg aag gtg gac aac gtc gaa tac gcg ctt etc act gee att gtg 720 
Ser Met Lys Val Asp Asn Val Glu Tyr Ala Leu Leu Thr Ala He Val 
225 230 235 240 
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ate ttc teg gac egg ccg ggc ctg gag aag gee caa eta gtc gaa gcg 768 
lie Phe Ser Asp Arg Pro Gly Leu Glu Lys Ala Gin Leu Val Glu Ala 
245 250 255 

ate cag age tac tac ate gac acg eta cgc att tat ata etc aac cgc 816 
lie Gin Ser Tyr Tyr lie Asp Thr Leu Arg lie Tyr lie Leu Asn Arg 
260 265 270 

cac tgc ggc gac tea atg age etc gtc ttc tac gca aag ctg etc teg 864 
His Cys Gly Asp Ser Met Ser Leu Val Phe Tyr Ala Lys Leu Leu Ser 
275 280 285 

ate etc acc gag ctg cgt acg ctg ggc aac cag aac gec gag atg tgt 912 
lie Leu Thr Glu Leu Arg Thr Leu Gly Asn Gin Asn Ala Glu Met Cys 
290 295 300 

ttc tea eta aag etc aaa aac cgc aaa ctg ccc aag ttc etc gag gag 960 
Phe Ser Leu Lys Leu Lys Asn Arg Lys Leu Pro Lys Phe Leu Glu Glu 
305 310 315 320 

ate tgg gac gtt cat gee ate ccg cca teg gtc cag teg cac ctt cag 1008 
lie Trp Asp Val His Ala He Pro Pro Ser Val Gin Ser His Leu Gin 
325 330 335 

att acc cag gag gag aac gag cgt etc gag egg get gag cgt atg egg 105 6 
He Thr Gin Glu Glu Asn Glu Arg Leu Glu Arg Ala Glu Arg Met Arg 
340 345 350 

gca teg gtt ggg ggc gec att acc gec ggc att gat tgc gac tct gee 1104 
Ala Ser Val Gly Gly Ala He Thr Ala Gly He Asp Cys Asp Ser Ala 
355 360 365 

tec act teg gcg gcg gca gec gcg gec cag cat cag cct cag cct cag 1152 
Ser Thr Ser Ala Ala Ala Ala Ala Ala Gin His Gin Pro Gin Pro Gin 
370 375 380 

ccc cag ccc caa ccc tec tec ctg acc cag aac gat tec cag cac cag 1200 
Pro Gin Pro Gin Pro Ser Ser Leu Thr Gin Asn Asp Ser Gin His Gin 
385 390 395 400 

aca cag ccg cag eta caa cct cag eta cca cct cag ctg caa ggt caa 124 8 
Thr Gin Pro Gin Leu Gin Pro Gin Leu Pro Pro Gin Leu Gin Gly Gin 
405 410 415 



ctg caa ccc cag etc caa cca cag ctt cag acg caa etc cag cca cag 
Leu Gin Pro Gin Leu Gin Pro Gin Leu Gin Thr Gin Leu Gin Pro Gin 
420 425 430 
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att caa cca cag cca cag etc ctt ccc gtc tec get ccc gtg ccc gec 1344 

He Gin Pro Gin Pro Gin Leu Leu Pro Val Ser Ala Pro Val Pro Ala 
435 440 445 

tec gta acc gca cct ggt tec ttg tec gcg gtc agt acg age age gaa 13 92 

Ser Val Thr Ala Pro Gly Ser Leu Ser Ala Val Ser Thr Ser Ser Glu 

450 455 460 

tac atg ggc gga agt gcg gec ata gga ccc ate acg ccg gca acc acc 1440 

Tyr Met Gly Gly Ser Ala Ala He Gly Pro He Thr Pro Ala Thr Thr 
465 470 475 480 
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age agt ate acg get gee gtt ace get age tec ace aca tea gcg gta 14 88 
Ser Ser He Thr Ala Ala Val Thr Ala Ser Ser Thr Thr Ser Ala Val 
485 490 495 



ccg atg ggc aac gga gtt 
Pro Met Gly Asn Gly Val 
500 

age atg tat gcg aac gee 
Ser Met Tyr Ala Asn Ala 
515 

ctg cat teg cac caa gag 
Leu His Ser His Gin Glu 
530 

gag cac teg acg act gca 
Glu His Ser Thr Thr Ala 
545 550 



gga gtc ggt gtt ggg gtg 
Gly Val Gly Val Gly Val 
505 

cag acg gcg atg gee ttg 
Gin Thr Ala Met Ala Leu 
520 

cag ctt ate ggg gga gtg 
Gin Leu He Gly Gly Val 
535 540 

tag cag 



ggc ggc aac gtc 15 3 6 
Gly Gly Asn Val 
510 

atg ggt gta gec 1584 

Met Gly Val Ala 

525 

gcg gtt aag teg 1632 
Ala Val Lys Ser 



1656 



<210> 18 
<211> 550 
<212> PRT 

<213> Drosophila melanogaster 
<220> 

<2 23> ecdysone receptor ligand 
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<210> 19 
<211> 855 
<212> DNA 

<213> Rattus norvegicus 

<220> 

<221> CDS 

<222> (1) . . (855) 

<223> rat glucocorticoid receptor ligand binding domain 
<400> 19 

aca aag aaa aaa ate aaa ggg att cag caa gec act gca gga gtc tea 4 8 
Thr Lys Lys Lys He Lys Gly He Gin Gin Ala Thr Ala Gly Val Ser 
15 10 15 

caa gac act teg gaa aat cct aac aaa aca ata gtt cct gca gca tta 96 
Gin Asp Thr Ser Glu Asn Pro Asn Lys Thr He Val Pro Ala Ala Leu 
20 25 30 
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cca cag etc acc cct acc ttg gtg tea ctg ctg gag gtg att gaa ccc 144 
Pro Gin Leu Thr Pro Thr Leu Val Ser Leu Leu Glu Val lie Glu Pro 
35 40 45 

gag gtg ttg tat gca gga tat gat age tct gtt cca gat tea gca tgg 192 
Glu Val Leu Tyr Ala Gly Tyr Asp Ser Ser Val Pro Asp Ser Ala Trp 
50 55 60 

aga att atg acc aca etc aac atg tta ggt ggg cgt caa gtg att gca 240 
Arg lie Met Thr Thr Leu Asn Met Leu Gly Gly Arg Gin Val lie Ala 
65 70 75 80 

gca gtg aaa tgg gca aag gcg ata eta ggc ttg aga aac tta cac etc 288 
Ala Val Lys Trp Ala Lys Ala He Leu Gly Leu Arg Asn Leu His Leu 
85 90 95 

gat gac caa atg acc ctg eta cag tac tea tgg atg ttt etc atg gca 336 
Asp Asp Gin Met Thr Leu Leu Gin Tyr Ser Trp Met Phe Leu Met Ala 
100 105 110 

ttt gee ttg ggt tgg aga tea tac aga caa tea age gga aac ctg etc 3 84 
Phe Ala Leu Gly Trp Arg Ser Tyr Arg Gin Ser Ser Gly Asn Leu Leu 
115 120 125 

tgc ttt get cct gat ctg att att aat gag cag aga atg tct eta ccc 432 
Cys Phe Ala Pro Asp Leu He He Asn Glu Gin Arg Met Ser Leu Pro 
130 135 140 

tgc atg tat gac caa tgt aaa cac atg ctg ttt gtc tec tct gaa tta 480 
Cys Met Tyr Asp Gin Cys Lys His Met Leu Phe Val Ser Ser Glu Leu 
145 150 155 160 

caa aga ttg cag gta tec tat gaa gag tat etc tgt atg aaa acc tta 528 
Gin Arg Leu Gin Val Ser Tyr Glu Glu Tyr Leu Cys Met Lys Thr Leu 
165 170 175 

ctg ctt etc tec tea gtt get aag gaa ggt ctg aag age caa gag tta 576 
Leu Leu Leu Ser Ser Val Ala Lys Glu Gly Leu Lys Ser Gin Glu Leu 
180 185 190 

ttt gat gag att cga atg act tat ate aaa gag eta gga aaa gec ate 624 
Phe Asp Glu He Arg Met Thr Tyr He Lys Glu Leu Gly Lys Ala He 
195 200 205 

gtc aaa agg gaa ggg aac tec agt cag aac tgg caa egg ttt tac caa 672 
Val Lys Arg Glu Gly Asn Ser Ser Gin Asn Trp Gin Arg Phe Tyr Gin 
210 * 215 220 

ctg aca aag ctt ctg gac tec atg cat gag gtg gtt gag aat etc ctt 720 
Leu Thr Lys Leu Leu Asp Ser Met His Glu Val Val Glu Asn Leu Leu 
225 230 235 240 

acc tac tgc ttc cag aca ttt ttg gat aag acc atg agt att gaa ttc 768 
Thr Tyr Cys Phe Gin Thr Phe Leu Asp Lys Thr Met Ser He Glu Phe 
245 250 255 

cca gag atg tta get gaa ate ate act aat cag ata cca aaa tat tea 816 
Pro Glu Met Leu Ala Glu He He Thr Asn Gin He Pro Lys Tyr Ser 
260 265 270 
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aat gga aat ate aaa aag ctt ctg ttt cat caa aaa tga 
Asn Gly Asn lie Lys Lys Leu Leu Phe His Gin Lys 

275 280 285 



855 



<210> 20 

<211> 284 

<212> PRT 

<213> Rattus norvegicus 
<220> 

<223> rat glucocorticoid receptor ligand binding domain 
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<210> 21 
<211> 50 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : copper 

inducible regulatory element, ACE1 binding site 
from metallothionein gene promoter 



24 



<400> 21 

agcttagcga tgcgtctttt ccgctgaacc gttccagcaa aaaagactag 



50 



<210> 22 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
sequence 

<400> 22 

actctatcag tgatagagt 



Sequence : tet operator 



19 



<210> 23 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ecdysone 
response element (EcRE) 

<400> 23 

gatccgacaa gggttcaatg cacttgtca 2 9 



<210> 24 
<211> 371 
<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<223> inducible regulatory element from HSP81-1 heat 
shock gene promoter 

<400> 24 

gtggagtctc gaaacgaaaa gaactttctg gaattcgttt gctcacaaag ctaaaaacgg 60 

ttgatttcat cgaaatacgg cgtcgttttc aaagaacaat ccagaaatca ctggttttcc 120 

tttatttcaa aagaagagac tagaacttta tttctcctct ataaaatcac tttgtttttc 180 

cctctcttct tcataaatca acaaaacaat cacaaatctc tcgaaacgct ctcgaagttc 240 

caaattttct cttagcattc tctttcgttt ctcgtttgcg ttgaatcaaa gttcgttgcg 300 

atggcggatg ttcagatggc tgatgcagag acttttgctt tccaagctga gattaaccag 360 
cttcttagct t 371 



<210> 25 
<400> 25 
000 

<210> 26 
<400> 26 
000 



25 



<210> 27 
<211> 747 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<221> CDS 

<222> (1) . . (747) 

<223> SEPALLATA1 (SEP1) 

<40O> 27 

atg gga aga gga aga gta gag ctg aag agg ata gag aac aaa ate aac 4 8 

Met Gly Arg Gly Arg Val Glu Leu Lys Arg lie Glu Asn Lys lie Asn 
15 10 15 

aga caa gta acg ttt gca aag cgt agg aac ggt ttg ttg aag aaa get 96 
Arg Gin Val Thr Phe Ala Lys Arg Arg Asn Gly Leu Leu Lys Lys Ala 
20 25 30 

tat gaa ttg tct gtt etc tgt gat get gaa gtt get etc ate ate ttc 144 
Tyr Glu Leu Ser Val Leu Cys Asp Ala Glu Val Ala Leu lie lie Phe 
35 40 45 

tec aac cgt gga aag etc tat gag ttt tgc age tec tea aac atg etc 192 
Ser Asn Arg Gly Lys Leu Tyr Glu Phe Cys Ser Ser Ser Asn Met Leu 
50 55 60 

aag aca ctt gat egg tac cag aaa tgc age tat gga tec att gaa gtc 240 
Lys Thr Leu Asp Arg Tyr Gin Lys Cys Ser Tyr Gly Ser lie Glu Val 
65 70 75 80 

aac aac aaa cct gec aaa gaa ctt gag aac age tac aga gaa tat ctg 2 88 
Asn Asn Lys Pro Ala Lys Glu Leu Glu Asn Ser Tyr Arg Glu Tyr Leu 
85 90 95 

aag ctt aag ggt aga tat gag aac ctt caa cgt caa cag aga aat ctt 336 
Lys Leu Lys Gly Arg Tyr Glu Asn Leu Gin Arg Gin Gin Arg Asn Leu 
100 105 110 

ctt ggg gag gat tta gga cct ttg aat tea aag gag tta gag cag ctt 3 84 
Leu Gly Glu Asp Leu Gly Pro Leu Asn Ser Lys Glu Leu Glu Gin Leu 
115 120 125 

gag cgt caa ctg gac ggc tct etc aag caa gtt egg tec ate aag aca 432 
Glu Arg Gin Leu Asp Gly Ser Leu Lys Gin Val Arg Ser He Lys Thr 
130 135 140 

cag tac atg ctt gac cag etc teg gat ctt caa aat aaa gag caa atg 480 
Gin Tyr Met Leu Asp Gin Leu Ser Asp Leu Gin Asn Lys Glu Gin Met 
145 150 155 160 

ttg ctt gaa ace aat aga get ttg gca atg aag ctg gat gat atg att 52 8 
Leu Leu Glu Thr Asn Arg Ala Leu Ala Met Lys Leu Asp Asp Met He 
165 170 175 

ggt gtg aga agt cat cat atg gga gga tgg gaa ggc ggt gaa cag aat 5 76 
Gly Val Arg Ser His His Met Gly Gly Trp Glu Gly Gly Glu Gin Asn 
180 185 190 
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gtt acc tac gcg cat cat caa get cag tct cag gga eta tac cag cct 
Val Thr Tyr Ala His His Gin Ala Gin Ser Gin Gly Leu Tyr Gin Pro 
195 200 205 



624 



ctt gaa tgc aat cca act ctg caa atg ggg tat gat aat cca gta tgc 672 

Leu Glu Cys Asn Pro Thr Leu Gin Met Gly Tyr Asp Asn Pro Val Cys 
210 215 220 

tct gag caa ate act gcg aca aca caa get cag gcg cag ccg gga aac 720 

Ser Glu Gin lie Thr Ala Thr Thr Gin Ala Gin Ala Gin Pro Gly Asn 
225 230 235 240 

ggt tac att cca gga tgg atg etc tga 747 

Gly Tyr lie Pro Gly Trp Met Leu 
245 



<210> 28 
<211> 248 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<223> SEPALLATA1 (SEP1) 
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<210> 29 
<211> 753 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<221> CDS 

<222> {1) . . (753) 

<223> SEPALLATA2 (SEP2 ) 

<400> 29 

at 9 99 a aga gga aga gta gag etc aag agg ata gag aac aaa ate aac 4 8 
Met Gly Arg Gly Arg Val Glu Leu Lys Arg lie Glu Asn Lys lie Asn 
15 10 15 

aga caa gtg acg ttt get aaa cgt aga aat ggt ttg ctg aaa aaa get 96 
Arg Gin Val Thr Phe Ala Lys Arg Arg Asn Gly Leu Leu Lys Lys Ala 
20 25 30 

tat gag ctt tct gtt etc tgc gat get gaa gtc tct etc ate gtc ttc 144 
Tyr Glu Leu Ser Val Leu Cys Asp Ala Glu Val Ser Leu lie Val Phe 
35 40 45 

tec aac cgt ggc aag etc tac gag ttc tgc age acc tec aac atg etc 192 
Ser Asn Arg Gly Lys Leu Tyr Glu Phe Cys Ser Thr Ser Asn Met Leu 
50 55 60 

aag aca ctg gaa agg tat cag aag tgt age tat ggc tec att gaa gtc 24 0 
Lys Thr Leu Glu Arg Tyr Gin Lys Cys Ser Tyr Gly Ser lie Glu Val 
65 70 75 80 

aac aac aaa cct get aaa gag ctt gag aac age tac aga gag tac ttg 288 
Asn Asn Lys Pro Ala Lys Glu Leu Glu Asn Ser Tyr Arg Glu Tyr Leu 
85 90 95 

aag ctg aaa ggt aga tat gaa aat ctg caa cgt cag cag aga aat ctt 336 
Lys Leu Lys Gly Arg Tyr Glu Asn Leu Gin Arg Gin Gin Arg Asn Leu 
100 105 110 

ctt 99 a 9 a 9 9 a t ctt gga cct ctg aat tea aag gag eta gag cag ctt 3 84 
Leu Gly Glu Asp Leu Gly Pro Leu Asn Ser Lys Glu Leu Glu Gin Leu 
115 120 125 

gag cgt caa eta gac ggc tct ctg aag caa gtt cgc tgc ate aag aca 432 
Glu Arg Gin Leu Asp Gly Ser Leu Lys Gin Val Arg Cys lie Lys Thr 
130 135 140 

cag tat atg ctt gac cag etc tct gat ctt caa ggt aag gag cat ate 480 
Gin Tyr Met Leu Asp Gin Leu Ser Asp Leu Gin Gly Lys Glu His lie 
145 150 155 160 

ttg ctt gat gee aac aga get ttg tea atg aag ctg gaa gat atg ate 528 
Leu Leu Asp Ala Asn Arg Ala Leu Ser Met Lys Leu Glu Asp Met lie 
165 170 175 

ggc gtg aga cat cac cat ata gga gga gga tgg gaa ggt ggt gat caa 576 
Gly Val Arg His His His He Gly Gly Gly Trp Glu Gly Gly Asp Gin 
180 185 190 
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cag aat att gcc tat gga cat cct cag get cat tct cag gga eta tac 624 
Gin Asn He Ala Tyr Gly His Pro Gin Ala His Ser Gin Gly Leu Tyr 
195 200 205 



caa tct ctt gaa tgt gat ccc act ttg caa att gga tat age cat cca 672 

Gin Ser Leu Glu Cys Asp Pro Thr Leu Gin He Gly Tyr Ser His Pro 

210 215 220 

gtg tgc tea gag caa atg get gtg acg gtg caa ggt cag tec caa caa 720 

Val Cys Ser Glu Gin Met Ala Val Thr Val Gin Gly Gin Ser Gin Gin 

225 230 235 240 

gga aac ggc tac ate cct ggc tgg atg ctg tga 753 

Gly Asn Gly Tyr He Pro Gly Trp Met Leu 
245 250 



<210> 30 
<211> 250 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<223> SEPALLATA2 { SEP2 ) 
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<210> 31 

<211> 714 

<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<221> CDS 

<222> (1) . . (714) 

<223> SEPALLATA3 (SEP3) 

<400> 31 

at 9 99 a a 9 a 999 a 9 a 9 ta 9 aa tfc 9 aa 9 a 99 ata 9 a 9 aac aa 9 atc aat 48 

Met Gly Arg Gly Arg Val Glu Leu Lys Arg He Glu Asn Lys He Asn 
15 10 15 

agg caa gtg acg ttt gca aag aga agg aat ggt ctt ttg aag aaa gca 96 
Arg Gin Val Thr Phe Ala Lys Arg Arg Asn Gly Leu Leu Lys Lys Ala 
20 25 30 

tac gag ctt tea gtt eta tgt gat gca gaa gtt get etc atc atc ttc 144 
Tyr Glu Leu Ser Val Leu Cys Asp Ala Glu Val Ala Leu He He Phe 
35 40 45 

tea aat aga gga aag ctg tac gag ttt tgc agt agt teg age atg ctt 192 
Ser Asn Arg Gly Lys Leu Tyr Glu Phe Cys Ser Ser Ser Ser Met Leu 
50 55 60 

egg aca ctg gag agg tac caa aag tgt aac tat gga gca cca gaa ccc 24 0 
Arg Thr Leu Glu Arg Tyr Gin Lys Cys Asn Tyr Gly Ala Pro Glu Pro 
65 70 75 80 

aat gtg cct tea aga gag gee tta gca gtt gaa ctt agt age cag cag 2 88 
Asn val Pro Ser Arg Glu Ala Leu Ala Val Glu Leu Ser Ser Gin Gin 
85 90 95 

gag tat etc aag ctt aag gag cgt tat gac gec tta caa aga acc caa 336 
Glu Tyr Leu Lys Leu Lys Glu Arg Tyr Asp Ala Leu Gin Arg Thr Gin 
100 105 110 

agg aat ctg ttg gga gaa gat ctt gga cct eta agt aca aag gag ctt 3 84 
Arg Asn Leu Leu Gly Glu Asp Leu Gly Pro Leu Ser Thr Lys Glu Leu 
115 120 125 

gag tea ctt gag aga cag ctt gat tct tec ttg aag cag atc aga get 432 
Glu Ser Leu Glu Arg Gin Leu Asp Ser Ser Leu Lys Gin He Arg Ala 
130 135 140 

etc agg aca cag ttt atg ctt gac cag etc aac gat ctt cag agt aag 480 
Leu Arg Thr Gin Phe Met Leu Asp Gin Leu Asn Asp Leu Gin Ser Lys 
145 150 155 160 

tta get gat ggg tat cag atg cca etc cag ctg aac cct aac caa gaa 52 8 
Leu Ala Asp Gly Tyr Gin Met Pro Leu Gin Leu Asn Pro Asn Gin Glu 
165 170 175 

gag gtt gat cac tac ggt cgt cat cat cat caa caa caa caa cac tec 576 
Glu Val Asp His Tyr Gly Arg His His His Gin Gin Gin Gin His Ser 
180 185 190 
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caa get ttc ttc cag cct 
Gin Ala Phe Phe Gin Pro 
195 

tat cag ggg cag caa gat 
Tyr Gin Gly Gin Gin Asp 
210 

tac atg ttg ggt tgg tta 
Tyr Met Leu Gly Trp Leu 
225 230 



ttg gaa tgt gaa ccc 
Leu Glu Cys Glu Pro 
200 

gga atg gga gca gga 
Gly Met Gly Ala Gly 
215 

cct tat gac acc aac 
Pro Tyr Asp Thr Asn 
235 



att ctt cag ate ggg 624 
lie Leu Gin lie Gly 
205 

cca agt gtg aat aat 672 

Pro Ser Val Asn Asn 

220 

tct att tga 714 
Ser lie 



<210> 32 
<211> 237 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<223> SEPALLATA3 (SEP3) 
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95 




Glu 


Tyr 


Leu 


Lys 


Leu 


Lys 


Glu 


Arg 


Tyr 


Asp 


Ala 


Leu 


Gin 


Arg 


Thr 


Gin 








100 










105 










110 






Arg 


Asn 


Leu 


Leu 


Gly 


Glu 


Asp 


Leu 


Gly 


Pro 


Leu 


Ser 


Thr 


Lys 


Glu 


Leu 






115 










120 










125 








Glu 


Ser 


Leu 


Glu 


Arg 


Gin 


Leu 


Asp 


Ser 


Ser 


Leu 


Lys 


Gin 


He 


Arg 


Ala 




130 










135 










140 










Leu 


Arg 


Thr 


Gin 


Phe 


Met 


Leu 


Asp 


Gin 


Leu 


Asn 


Asp 


Leu 


Gin 


Ser 


Lys 


145 










150 










155 










160 


Leu 


Ala 


Asp 


Gly Tyr 


Gin 


Met 


Pro 


Leu 


Gin 


Leu 


Asn 


Pro 


Asn 


Gin 


Glu 










165 










170 










175 




Glu 


Val 


Asp 


His 


Tyr 


Gly 


Arg 


His 


His 


His 


Gin 


Gin 


Gin 


Gin 


His 


Ser 








180 










185 










190 






Gin 


Ala 


Phe 


Phe 


Gin 


Pro 


Leu 


Glu 


Cys 


Glu 


Pro 


lie 


Leu 


Gin 


He 


Gly 






195 










200 










205 








Tyr 


Gin 


Gly 


Gin 


Gin 


Asp 


Gly 


Met 


Gly 


Ala 


Gly 


Pro 


Ser 


Val 


Asn 


Asn 




210 










215 










220 










Tyr 


Met 


Leu 


Gly Trp 


Leu 


Pro 


Tyr 


Asp 


Thr 


Asn 


Ser 


lie 








225 










230 










235 













<210> 33 

<211> 645 

<212> DNA 

<213> Arabidopsis 



thaliana 



31 



<220> 

<221> CDS 

<222> (1) . . (645) 

<22 3> AGL2 0 (SUPPRESSOR OF CONS TANS (CO) OVEREXPRESSION 
1 (SOC1)) 

<400> 33 

at 9 9 fc 9 a 99 99 c aaa act ca 9 at 9 aa 9 a 9 a ata 9 a 9 aat 9 ca aca a 9 c 48 

Met Val Arg Gly Lys Thr Gin Met Lys Arg lie Glu Asn Ala Thr Ser 
15 10 15 

aga caa gtg act ttc tec aaa aga agg aat ggt ttg ttg aag aaa gec 96 
Arg Gin Val Thr Phe Ser Lys Arg Arg Asn Gly Leu Leu Lys Lys Ala 
20 25 30 

ttt gag etc tea gtg ctt tgt gat get gaa gtt tct ctt ate ate ttc 144 
Phe Glu Leu Ser val Leu Cys Asp Ala Glu Val Ser Leu lie lie Phe 
35 40 45 

tct cct aaa ggc aaa ctt tat gaa ttc gec age tec aat atg caa gat 192 
Ser Pro Lys Gly Lys Leu Tyr Glu Phe Ala Ser Ser Asn Met Gin Asp 
50 55 60 

acc ata gat cgt tat ctg agg cat act aag gat cga gtc age acc aaa 24 0 
Thr lie Asp Arg Tyr Leu Arg His Thr Lys Asp Arg Val Ser Thr Lys 
65 70 75 80 

ccg gtt tct gaa gaa aat atg cag cat ttg aaa tat gaa gca gca aac 288 
Pro Val Ser Glu Glu Asn Met Gin His Leu Lys Tyr Glu Ala Ala Asn 
85 90 95 

atg atg aag aaa att gaa caa etc gaa get tct aaa cgt aaa etc ttg 336 
Met Met Lys Lys lie Glu Gin Leu Glu Ala Ser Lys Arg Lys Leu Leu 
100 105 110 

gga gaa ggc ata gga aca tgc tea ate gag gag ctg caa cag att gag 3 84 
Gly Glu Gly lie Gly Thr Cys Ser lie Glu Glu Leu Gin Gin lie Glu 
115 120 125 

caa cag ctt gag aaa agt gtc aaa tgt att cga gca aga aag act caa 4 32 
Gin Gin Leu Glu Lys Ser Val Lys Cys He Arg Ala Arg Lys Thr Gin 
130 135 140 

gtg ttt aag gaa caa att gag cag etc aag caa aag gag aaa get eta 4 80 
Val Phe Lys Glu Gin He Glu Gin Leu Lys Gin Lys Glu Lys Ala Leu 
145 150 155 160 

get gca gaa aac gag aag etc tct gaa aag tgg gga tct cat gaa age 52 8 
Ala Ala Glu Asn Glu Lys Leu Ser Glu Lys Trp Gly Ser His Glu Ser 
165 170 175 

gaa gtt tgg tea aat aag aat caa gaa agt act gga aga ggt gat gaa 576 
Glu Val Trp Ser Asn Lys Asn Gin Glu Ser Thr Gly Arg Gly Asp Glu 
180 185 190 

gag agt age cca agt tct gaa gta gag acg caa ttg ttc att ggg tta 624 
Glu Ser Ser Pro Ser Ser Glu Val Glu Thr Gin Leu Phe He Gly Leu 
195 200 205 



32 



cct tgt tct tea aga aag tga 
Pro Cys Ser Ser Arg Lys 

210 215 



645 



<210> 34 
<211> 214 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<22 3> AGL2 0 (SUPPRESSOR OF CONSTANS (CO) OVEREXPRESSION 
1 (SOC1)) 



<400> 34 



Met 


Val 


Arg 


Gly 


Lys 


Thr 


Gin 


Met 


Lys 


Arg 


Tic 

±xe 


VjXU 


Asn 


ai a 


i nr 


Ser 


1 








5 










10 










_Lt> 




Arg 


Gin 


Val 


Tnr 


Phe 


Ser 


Lys 


Arg 


Arg 


Asn 




Leu 


Leu 


Lys 


Lys 


Al a 
nla 








20 










25 










30 






Phe 


Glu 


Leu 


Ser 


Val 


Leu 


Cys 


Asp 


Ala 


Glu 


val 


Ser 


Leu 


He 


He 


irne 






35 










4 U 










45 








Ser 


Pro 


Lys 


m v 

vjiy 


uy o 


UC LA 


xyj. 


Glu 


Phe 


Ala 


Ser 


Ser 


Asn 


Met 


Gin 


Asp 




50 










55 










60 










Thr 


He 


Asp 


Arg 


Tyr 


Leu 


Arg 


His 


Thr 


Lys 


Asp 


Arg 


Val 


Ser 


Thr 


Lys 


65 










70 










75 










80 


Pro 


Val 


Ser 


Glu 


Glu 


Asn 


Met 


Gin 


His 


Leu 


Lys 


Tyr 


Glu 


Ala 


Ala 


Asn 










85 










90 










95 




Met 


Met 


Lys 


Lys 


He 


Glu 


Gin 


Leu 


Glu 


Ala 


Ser 


Lys 


Arg 


Lys 


Leu 


Leu 








100 










105 










110 






Gly 


Glu 


Gly 


He 


Gly 


Thr 


Cys 


Ser 


He 


Glu 


Glu 


Leu 


Gin 


Gin 


He 


Glu 






115 










120 










125 








Gin 


Gin 


Leu 


Glu 


Lys 


Ser 


Val 


Lys 


Cys 


He 


Arg 


Ala 


Arg 


Lys 


Thr 


Gin 




130 










135 










140 










Val 


Phe 


Lys 


Glu 


Gin 


He 


Glu 


Gin 


Leu 


Lys 


Gin 


Lys 


Glu 


Lys 


Ala 


Leu 


145 










150 










155 










160 


Ala 


Ala 


Glu 


Asn 


Glu 


Lys 


Leu 


Ser 


Glu 


Lys 


Trp 


Gly 


Ser 


His 


Glu 


Ser 










165 










170 










175 




Glu 


Val 


Trp 


Ser 


Asn 


Lys 


Asn 


Gin 


Glu 


Ser 


Thr 


Gly Arg 


Gly Asp 


Glu 








180 










185 










190 






Glu 


Ser 


Ser 


Pro 


Ser 


Ser 


Glu 


Val 


Glu 


Thr 


Gin 


Leu 


Phe 


He 


Gly 


Leu 






195 










200 










205 








Pro 


Cys 


Ser 


Ser 


Arg 


Lys 
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<210> 35 
<211> 633 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<221> CDS 

<222> (1) . . (633) 

<223> AGL22 (SHORT VEGETATIVE PHASE (SVP) ) 
<220> 

<221> modif ied_base 
<222> (213) 

<223> n a g, a, c or t 



33 



<400> 35 

atg gcg aga gaa aag att cag ate agg aag ate gac aac gca acg gcg 4 8 

Met Ala Arg Glu Lys He Gin He Arg Lys He Asp Asn Ala Thr Ala 

15 10 15 

aga caa gtg acg ttt teg aaa cga aga aga ggg ctt ttc aag aaa get 96 
Arg Gin Val Thr Phe Ser Lys Arg Arg Arg Gly Leu Phe Lys Lys Ala 
20 25 30 

gaa gaa etc tec gtt etc tgc gac gec gat gtc get etc ate ate ttc 144 
Glu Glu Leu Ser Val Leu Cys Asp Ala Asp Val Ala Leu lie He Phe 
35 40 45 

tct tec ace gga aaa ctg ttc gag ttc tgt age tec age atg aag gaa 192 
Ser Ser Thr Gly Lys Leu Phe Glu Phe Cys Ser Ser Ser Met Lys Glu 
50 55 60 

gtc eta gag agg cat aac ttn cag tea aag aac ttg gag aag ctt cat 24 0 
Val Leu Glu Arg His Asn Xaa Gin Ser Lys Asn Leu Glu Lys Leu His 
65 70 75 80 

cag cca tct ctt gag tta cag ctg gtt gag aac agt gat cac gee cga 2 88 
Gin Pro Ser Leu Glu Leu Gin Leu Val Glu Asn Ser Asp His Ala Arg 
85 90 95 

atg agt aaa gaa att gcg gac aag age cac cga eta agg caa atg aga 336 
Met Ser Lys Glu He Ala Asp Lys Ser His Arg Leu Arg Gin Met Arg 
100 105 110 

gga gag gaa ctt caa gga ctt gac att gaa gag ctt cag cag eta gag 3 84 
Gly Glu Glu Leu Gin Gly Leu Asp He Glu Glu Leu Gin Gin Leu Glu 
115 120 125 

aag gec ctt gaa act ggt ttg acg cgt gtg att gaa aca aag agt gac 432 
Lys Ala Leu Glu Thr Gly Leu Thr Arg Val He Glu Thr Lys Ser Asp 
130 135 140 

aag att atg agt gag ate age gaa ctt cag aaa aag gga atg caa ttg 4 80 
Lys He Met Ser Glu He Ser Glu Leu Gin Lys Lys Gly Met Gin Leu 
145 150 155 160 

atg gat gag aac aag egg ttg agg cag caa gta tgt gtc tta ccc tct 528 
Met Asp Glu Asn Lys Arg Leu Arg Gin Gin Val Cys Val Leu Pro Ser 
165 170 175 

ctg ttg ata aca aat ccc ttt ctt ttg tct ace att aac gta cac act 576 
Leu Leu He Thr Asn Pro Phe Leu Leu Ser Thr He Asn Val His Thr 
180 185 190 

cct aaa ttt aat ccc cag ttg tct aca aca cat atg ttt gat cat act 624 
Pro Lys Phe Asn Pro Gin Leu Ser Thr Thr His Met Phe Asp His Thr 
195 200 205 

gtg aga taa 633 
Val Arg 
210 



34 



<210> 36 
<211> 210 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<223> AGL22 (SHORT VEGETATIVE PHASE (SVP) ) 
<220> 

<221> MOD_RES 
<222> (71) 

<2 23> Xaa = Phe or Leu 



<400> 36 



Met 


Ala 


Arg 


GlU 


Lys 


lie 


Gin 


lie 


Arg 


Lys 


lie 


Asp 


Asn 


Aia 


inr 


Aia 


1 








5 










10 










15 




Arg 


Gin 


val 


Thr 
20 


Phe 


Ser 


Lys 


Arg 


Arg 
25 


Arg 


Gly 


Leu 


pne 


Lys 
30 


Lys 


Aia 


Glu 


Glu 


Leu 
35 


Ser 


val 


Leu 


Cys 


Asp 
40 


Ala 


Asp 


val 


Ala 


Leu 
45 


lie 


lie 


Phe 


Ser 


Ser 
50 


Thr 


Gly 


Lys 


Leu 


Phe 
55 


Glu 


Phe 


Cys 


Ser 


Ser 
60 


Ser 


Met 


Lys 


Glu 


Val 


Leu 


Glu 


Arg 


His 


Asn 


Xaa 


Gin 


Ser 


Lys 


Asn 


Leu 


Glu 


Lys 


Leu 


His 


65 










70 










75 










SO 


Gin 


Pro 


Ser 


Leu 


Glu 
85 


Leu 


Gin 


Leu 


Val 


Glu 
90 


Asn 


Ser 


Asp 


His 


Ala 
95 


Arg 


Met 


Ser 


Lys 


Glu 
100 


He 


Ala 


Asp 


Lys 


Ser 
105 


His 


Arg 


Leu 


Arg 


Gin 
110 


Met 


Arg 


Gly Glu 


Glu 


Leu 


Gin 


Gly 


Leu 


Asp 


He 


Glu 


Glu 


Leu 


Gin 


Gin 


Leu 


Glu 






115 










120 










125 








Lys 


Ala 
130 


Leu 


Glu 


Thr 


Gly 


Leu 
135 


Thr 


Arg 


Val 


He 


Glu 
140 


Thr 


Lys 


Ser 


Asp 


Lys 


He 


Met 


Ser 


Glu 


He 


Ser 


Glu 


Leu 


Gin 


Lys 


Lys 


Gly 


Met 


Gin 


Leu 


145 










150 










155 










160 


Met 


Asp 


Glu 


Asn 


Lys 
165 


Arg 


Leu 


Arg 


Gin 


Gin 
170 


Val 


Cys 


Val 


Leu 


Pro 
175 


Ser 


Leu 


Leu 


He 


Thr 
180 


Asn 


Pro 


Phe 


Leu 


Leu 
185 


Ser 


Thr 


He 


Asn 


Val 
190 


His 


Thr 


Pro 


Lys 


Phe 
195 


Asn 


Pro 


Gin 


Leu 


Ser 
200 


Thr 


Thr 


His 


Met 


Phe 
205 


Asp 


His 


Thr 



Val Arg 
210 



<210> 37 
<211> 663 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 
<221> CDS 
<222> (1) . . (663) 
<223> AGL24 

<400> 37 

atg gcg aga gag aag at a agg ata aag aag att gat aac ata aca gcg 4 8 

Met Ala Arg Glu Lys He Arg He Lys Lys lie Asp Asn He Thr Ala 

15 10 15 



35 



aga caa gtt act ttc tea aag aga aga aga gga ate ttc aag aaa gec 96 
Arg Gin Val Thr Phe Ser Lys Arg Arg Arg Gly lie Phe Lys Lys Ala 
20 25 30 



gat gaa ctt tea gtt ctt tgc gat get gat gtt get etc ate ate ttc 144 

Asp Glu Leu Ser Val Leu Cys Asp Ala Asp Val Ala Leu lie lie Phe 

35 40 45 

tct gec acc gga aag etc ttc gag ttc tec age tea aga atg aga gac 192 

Ser Ala Thr Gly Lys Leu Phe Glu Phe Ser Ser Ser Arg Met Arg Asp 

50 55 60 

ata ttg gga agg tat agt ctt cat gca agt aac ate aac aaa ttg atg 24 0 

lie Leu Gly Arg Tyr Ser Leu His Ala Ser Asn lie Asn Lys Leu Met 

65 70 75 80 

gat cca cct tct act cat etc egg ctt gag aat tgt aac etc tec aga 288 

Asp Pro Pro Ser Thr His Leu Arg Leu Glu Asn Cys Asn Leu Ser Arg 

85 90 95 

eta agt aag gaa gtc gaa gac aaa acc aag cag eta egg aaa ctg aga 336 

Leu Ser Lys Glu Val Glu Asp Lys Thr Lys Gin Leu Arg Lys Leu Arg 

100 105 110 

gga gag gat ctt gat gga ttg aac tta gaa gag ttg cag egg ctg gag 3 84 

Gly Glu Asp Leu Asp Gly Leu Asn Leu Glu Glu Leu Gin Arg Leu Glu 

115 120 125 

aaa eta ctt gaa tec gga ctt age cgt gtg tct gaa aag aag ggc gag 4 32 

Lys Leu Leu Glu Ser Gly Leu Ser Arg Val Ser Glu Lys Lys Gly Glu 

130 135 140 

tgt gtg atg age caa att ttc tea ctt gag aaa egg gga teg gaa ttg 4 80 

Cys Val Met Ser Gin lie Phe Ser Leu Glu Lys Arg Gly Ser Glu Leu 

145 150 155 160 

gtg gat gag aat aag aga ctg agg gat aaa eta gag acg ttg gaa agg 52 8 

Val Asp Glu Asn Lys Arg Leu Arg Asp Lys Leu Glu Thr Leu Glu Arg 

165 170 175 

gca aaa ctg acg acg ctt aaa gag get ttg gag aca gag teg gtg acc 5 76 

Ala Lys Leu Thr Thr Leu Lys Glu Ala Leu Glu Thr Glu Ser Val Thr 

180 185 190 

aca aat gtg tea age tac gac agt gga act ccc ctt gag gat gac tec 624 

Thr Asn Val Ser Ser Tyr Asp Ser Gly Thr Pro Leu Glu Asp Asp Ser 

195 200 205 

gac act tec ctg aag ctt ggg ctt cca tct tgg gaa tga 663 

Asp Thr Ser Leu Lys Leu Gly Leu Pro Ser Trp Glu 

210 215 220 



<210> 38 

<211> 220 

<212> PRT 

<213> Arabidopsis 

<220> 

<223> AGL24 



thaliana 



36 



<400> 38 



Met 


Ala 


Arg 


Glu 


Lys 


He 


Arg 


He 


Lys 


Lys 


He 


Asp 


Asn 


He 


Thr 


Ala 


1 








5 










10 










15 




Arg 


Gin 


Val 


Thr 
20 


Phe 


Ser 


Lys 


Arg 


Arg 
25 


Arg 


Gly 


He 


Phe 


Lys 
30 


Lys 


Ala 


Asp 


Glu 


Leu 
35 


Ser 


Val 


Leu 


Cys 


Asp 
40 


Ala 


Asp 


Val 


Ala 


Leu 
45 


He 


He 


Phe 


Ser 


Ala 
50 


Thr 


Gly 


Lys 


Leu 


Phe 
55 


Glu 


Phe 


Ser 


Ser 


Ser 
60 


Arg 


Met 


Arg 


Asp 


lie 


Leu 


Gly 


Arg 


Tyr 


Ser 


Leu 


His 


Ala 


Ser 


Asn 


He 


Asn 


Lys 


Leu 


Met 


65 










70 










75 










80 


Asp 


Pro 


Pro 


Ser 


Thr 
85 


His 


Leu 


Arg 


Leu 


Glu 
90 


Asn 


Cys 


Asn 


Leu 


Ser 
95 


Arg 


Leu 


Ser 


Lys 


Glu 
100 


Val 


Glu 


Asp 


Lys 


Thr 

105 


Lys 


Gin 


Leu 


Arg 


Lys 
110 


Leu 


Arg 


Gly 


Glu 


Asp 
115 


Leu 


Asp 


Gly 


Leu 


Asn 
120 


Leu 


Glu 


Glu 


Leu 


Gin 
125 


Arg 


Leu 


Glu 


Lys 


Leu 
130 


Leu 


Glu 


Ser 


Gly 


Leu 
135 


Ser 


Arg 


Val 


Ser 


Glu 
140 


Lys 


Lys 


Gly 


Glu 


Cys 


Val 


Met 


Ser 


Gin 


He 


Phe 


Ser 


Leu 


Glu 


Lys 


Arg 


Gly 


Ser 


Glu 


Leu 


145 










150 










155 










160 


Val 


Asp 


Glu 


Asn 


Lys 
165 


Arg 


Leu 


Arg 


Asp 


Lys 
170 


Leu 


Glu 


Thr 


Leu 


Glu 
175 


Arg 


Ala 


Lys 


Leu 


Thr 
180 


Thr 


Leu 


Lys 


Glu 


Ala 
185 


Leu 


Glu 


Thr 


Glu 


Ser 
190 


Val 


Thr 


Thr 


Asn 


Val 
195 


Ser 


Ser 


Tyr 


Asp 


Ser 
200 


Gly 


Thr 


Pro 


Leu 


Glu 
205 


Asp 


Asp 


Ser 


Asp 


Thr 
210 


Ser 


Leu 


Lys 


Leu 


Gly 
215 


Leu 


Pro 


Ser 


Trp 


Glu 

220 











<210> 39 
<211> 687 
<212> DNA 

<213> Arabidopsis thai i ana 

<220> 
<221> CDS 
<222> (1) . . (687) 
<223> AGL27 

<400> 39 

atg gga aga aga aaa ate gag ate aag cga ate gag aac aaa age agt 4 8 
Met Gly Arg Arg Lys He Glu He Lys Arg He Glu Asn Lys Ser Ser 
15 10 15 

cga caa gtc act ttc tec aaa cga cgc aat ggt etc ate gac aaa get 96 
Arg Gin Val Thr Phe Ser Lys Arg Arg Asn Gly Leu He Asp Lys Ala 
20 25 30 

cga caa ctt teg att etc tgt gaa tec tec gtc get gtt gtc gtc gta 144 
Arg Gin Leu Ser He Leu Cys Glu Ser Ser Val Ala Val Val Val Val 
35 40 45 

tct gec tec gga aaa etc tat gac tct tec tec ggt gac gac att tec 192 
Ser Ala Ser Gly Lys Leu Tyr Asp Ser Ser Ser Gly Asp Asp He Ser 
50 55 60 

aag ate att gat cgt tat gaa ata caa cat get gat gaa ctt aga gee 24 0 
Lys He He Asp Arg Tyr Glu He Gin His Ala Asp Glu Leu Arg Ala 
65 70 75 80 



37 



tta gat ctt gaa gaa aaa att cag aat tat ctt cca cac aag gag tta 288 
Leu Asp Leu Glu Glu Lys lie Gin Asn Tyr Leu Pro His Lys Glu Leu 
85 90 95 

eta gaa aca gtc caa age aag ctt gaa gaa cca aat gtc gat aat gta 336 
Leu Glu Thr Val Gin Ser Lys Leu Glu Glu Pro Asn Val Asp Asn Val 
100 105 110 

agt gta gat tct eta att tct ctg gag gaa caa ctt gag act get ctg 384 
Ser Val Asp Ser Leu lie Ser Leu Glu Glu Gin Leu Glu Thr Ala Leu 
115 120 125 

tec gta agt aga get agg aag gca gaa ctg atg atg gag tat ate gag 432 
Ser Val Ser Arg Ala Arg Lys Ala Glu Leu Met Met Glu Tyr lie Glu 
130 135 140 

tec ctt aaa gaa aag gag aaa ttg ctg aga gaa gag aac cag gtt ctg 480 
Ser Leu Lys Glu Lys Glu Lys Leu Leu Arg Glu Glu Asn Gin Val Leu 
145 150 155 160 

get age cag ctg tea gag aag aaa ggt atg tct cac cga tga aag ata 52 8 
Ala Ser Gin Leu Ser Glu Lys Lys Gly Met Ser His Arg Lys lie 

165 170 175 

etc aaa ace cga tgg gaa aga ata cgt tgc tgg caa cag atg atg aga 576 
Leu Lys Thr Arg Trp Glu Arg lie Arg Cys Trp Gin Gin Met Met Arg 
180 185 190 

gag gaa tgt ttc egg gaa gta get ccg gca aca aaa tac egg aga etc 624 
Glu Glu Cys Phe Arg Glu Val Ala Pro Ala Thr Lys Tyr Arg Arg Leu 
195 200 205 

tec cgc tgc tea att age cac cat cat caa egg ctg agt ttt cac ctt 672 
Ser Arg Cys Ser lie Ser His His His Gin Arg Leu Ser Phe His Leu 
210 215 220 

aaa etc aaa gec tga 687 

Lys Leu Lys Ala 

225 



<210> 40 
<211> 173 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<22 3> AGL27 



<400> 40 



Met 


Gly Arg 


Arg 


Lys 


He 


Glu 


He 


Lys 


Arg 


He 


Glu 


Asn 


Lys 


Ser 


Ser 


1 








5 










10 










15 




Arg 


Gin 


Val 


Thr 


Phe 


Ser 


Lys 


Arg 


Arg 


Asn 


Gly Leu 


He 


Asp 


Lys 


Ala 








20 










25 










30 






Arg 


Gin 


Leu 


Ser 


He 


Leu 


Cys 


Glu 


Ser 


Ser 


Val 


Ala 


Val 


Val 


Val 


Val 






35 










40 










45 








Ser 


Ala 


Ser 


Gly 


Lys 


Leu 


Tyr 


Asp 


Ser 


Ser 


Ser 


Gly Asp 


Asp 


He 


Ser 




50 










55 










60 










Lys 


He 


He 


Asp 


Arg 


Tyr 


Glu 


He 


Gin 


His 


Ala 


Asp 


Glu 


Leu 


Arg 


Ala 


65 










70 










75 










80 
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Leu Asp Leu Glu 

Leu Glu Thr Val 
100 

Ser Val Asp Ser 
115 

Ser Val Ser Arg 
130 

Ser Leu Lys Glu 
145 

Ala Ser Gin Leu 



Glu 


Lys 


lie 


Gin 


85 








Gin 


Ser 


Lys 


Leu 


Leu 


lie 


Ser 


Leu 








120 


Ala 


Arg 


Lys 


Ala 






135 




Lys 


Glu 


Lys 


Leu 




150 






Ser 


Glu 


Lys 


Lys 


165 









Asn Tyr Leu Pro 
90 

Glu Glu Pro Asn 
105 

Glu Glu Gin Leu 

Glu Leu Met Met 
140 

Leu Arg Glu Glu 
155 

Gly Met Ser His 
170 



His Lys Glu Leu 
95 

Val Asp Asn Val 
110 

Glu Thr Ala Leu 
125 

Glu Tyr lie Glu 

Asn Gin Val Leu 

160 

Arg 



<210> 41 
<211> 54 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<223> AGL27 
<400> 41 

Lys lie Leu Lys Thr Arg Trp Glu Arg lie Arg Cys Trp Gin Gin Met 

15 10 15 

Met Arg Glu Glu Cys Phe Arg Glu Val Ala Pro Ala Thr Lys Tyr Arg 

20 25 30 

Arg Leu Ser Arg Cys Ser lie Ser His His His Gin Arg Leu Ser Phe 

35 40 45 

His Leu Lys Leu Lys Ala 
50 



<210> 42 
<211> 5171 
<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<223> SEP1 genomic sequence 
<400> 42 

cagatctctt ggcatgtgtc gaaaatgtgg agatcttaag aatgtagctt gtggccgttg 60 
caaaggaaca ggaacaatca aatcaggagg attctttggt ttcagtgact catcaaacac 120 
aagatcagtg gcttgcgata attgccaagc caaaggttgt ttcccttgcc ctgaatgctc 180 
aaaatcttga ccattttctc ggtattttat agttgtttca tcttcttgac actatgataa 240 
gtgtaatcgg tccattggta atggtaatgt taaagttgaa gaatgtcttg tttattcgag 300 
aagtctctta ttccaattct tgatctgtta ctgcaaataa ggcactttgc ttagatgtac 360 
cggatgctta tgaattactg agtaggttaa ctttaaccgg gttttatcgt cattaaaccg 420 
gagaaattca tctagtaacc aaatgctctg ctggaccttt ctttcagtga gcaactatag 480 
gtgggttttt ggcagttgat gtaccataat tggtgcaaac acacattttt cttgaatttt 540 
tgtttaactt aaataaagtt acttcgtttt cttgtttttt ttaatatgaa taaaaaaaat 600 
caaccataac tgatagtagg ttggttatct ttatcaaaac aaataaagtt aataggcaga 660 
aaaataattg tctatagaat caattatgaa aatgccattt tttgggatgg catttgtgga 720 
ttttgccctt tttttaatag tttgtgaatt ttgccatttt tcaggttacg tgaatgaata 780 
tacgttttat tcattatgtt tgggtttact cggttgtggt tgttcttagg gtttagtatt 840 
ttgtgtaaac tacgtatttt taccaaaaaa agtccgaaat ccatatattt ttaaatctta 900 
gaaaatggct tatccgtaag attttagtaa aaatggcaat ttcaaaagat ctctataaaa 960 
aatggcaaaa tcaacaataa tcccttgtct atatggtggt atttctgcta aaagtgactt 102 0 
atgggtagat tttttagctt catagattct ttgtcgaaaa aaaattactt tgtacatttt 1080 
agtggagtta tttaaatttc ccaattgaac aaaaccatat attgatgaaa ttcgcaaatg 1140 
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* 



caatccaaaa 
ctttatgtaa 
cattttaacg 
accacgtttc 
tcataactgt 
atggataact 
tatgtggcta 
tctcattttt 
catcgacaca 
actagaaaat 
acgcgcttca 
aaattaccag 
taagaaaata 
aaaaataagc 
agagggagtg 
aaactttctt 
gaccgtatat 
actagtcaac 
atataactaa 
tatgtttaga 
atgaattcta 
aaactctaaa 
atatacaagt 
cgtgcttaaa 
tagaaatgag 
ctcaatagat 
cttccaaaca 
caaacagaag 
ttaatttctt 
atctttcctc 
cattacatac 
atgggaagag 
tttgcaaagc 
gctgaagttg 
tcaaagtaaa 
agcttagatc 
aagttgagtt 
tttaagatct 
attccaaatc 
tggaaactta 
ataatatatg 
acttcaaacg 
tttaatagat 
agcgattaat 
cttgcaaatg 
tgaaagttga 
aatcttcaat 
ttataggttt 
tttgagttat 
ccattgaagt 
tttagattcc 
tatttcagaa 
gtcaacagag 
attcatattt 
aggacctttg 
gcaagttcgg 
ttgtgttgtt 
gcttgaccag 
tttggcaatg 
tcacagagtt 
atagtctttt 



ataaatatgt 
gtggttgatc 
aatatcattc 
aattgtagtg 
aatctttatt 
tgatttaggc 
ttttatcagt 
caatttattt 
tggaaaccca 
gatatgatac 
tatccagctg 
gtataattta 
tgagattctt 
tagtactatg 
tactttcatt 
aatatcgcta 
acatacacat 
catcaaacgt 
acataaacaa 
tgttttgtat 
cctgaggaga 
gtaagtaata 
ttaattggta 
gagagcgtgg 
aaaacacacc 
tccattgatt 
caattaaaga 
tttcctcttc 
ttttccaaat 
tgaaaaagag 
ccatatttgt 
gaagagtaga 
gtaggaacgg 
ctctcatcat 
caactctctc 
tttgtctcaa 
aattagattt 
ggtttttttg 
ctgatatgca 
aaagttgttc 
gttacatgca 
cgtgtatatc 
ttttaattat 
tccttttttc 
ataggattga 
aacaatcaaa 
tttgatggaa 
agatctccaa 
tttcagcatg 
caacaacaaa 
tatcatatca 
cagctacaga 
gtacatatct 
gtaggtgtgt 
aattcaaagg 
tccatcaagg 
taattataac 
ctctcggatc 
aaggtataat 
taagtttcta 
ggtgaaatgt 



tccactcttt 
ttttggcaat 
atatttcatc 
tatcgcgagc 
agacaaaaac 
atacaaatat 
tttagtgttt 
taaactgaat 
ttttaaggta 
gttgctttca 
caagactact 
aaaacaaaaa 
gaccgagttg 
tacatatgtt 
ttagatatac 
aacaaatttt 
gttaatcaac 
gcatgatgct 
tttgctatta 
aaatattcca 
aacacataga 
cgaaataaaa 
attgtatcac 
gaatgaaagt 
aaaccctaac 
caaaacaaaa 
gaggaaaaag 
ttcttcctta 
accatcaatt 
atacccaact 
gtatagacat 
gctgaagagg 
tttgttgaag 
cttctccaac 
actctttatc 
ggacttgtta 
cttgatttca 
ttgtcaatga 
atctgaaaag 
acagatttct 
ttaaccattt 
tgtgaaggct 
atgttaaaat 
aaatcacaat 
actattgata 
tccaaatcaa 
gaatacttta 
agtcaagtat 
ctcaagacac 
cctgccaaag 
tttcaagaaa 
gaatatctga 
gtctacctcc 
gtggcttttg 
agttagagca 
tatctttata 
tactatggtg 
ttcaaaataa 
tacagaataa 
aacatttttg 
aaatgtttag 



tggttagctt 
gggggacaat 
ctcttcttca 
tgtaaatatt 
atatatacct 
tatttctcat 
tttatgataa 
taaaaagtaa 
gaagatgctt 
tttattgtaa 
acaacttgca 
gaactagaat 
ttaaactatc 
ttatgttgaa 
atttccagct 
actttcaagt 
tgataacctt 
gtttttctta 
tgatataaac 
taaatagtag 
tgttcaaatt 
atttatcctt 
aagagccaat 
aaagaagaat 
ctcaccctca 
ttttcattaa 
aatcaataac 
agctagtacc 
ctccagacca 
tatgtttttg 
aaaaagtgga 
atagagaaca 
aaagcttatg 
cgtggaaagc 
agtttcttga 
tatatagatc 
ttttctaggg 
tttagaactg 
ttttatataa 
atgaaaatta 
gttagttcat 
ttgattgttt 
agttttgctt 
ttgtgaatca 
tttgtaaata 
ctcgtatata 
aaacttgaag 
gatcttttta 
ttgatcggta 
aacttgaggt 
gatctttttt 
agcttaaggg 
gtatatttac 
ttggtgcaga 
gcttgagcgt 
catggaatca 
gtatgatgat 
agagcaaatg 
atgcatttgg 
gaaacatctc 
ctggatgata 



ttaactaaag 
gactatacaa 
aatttcagtt 
atctaattta 
cactgcaaac 
ttatttgata 
ttgaaccact 
gaaagtatga 
ttctgcggct 
gtattattta 
attatgagac 
atattggcaa 
aaacccaaaa 
aatatattaa 
agtacgaggt 
ttgtaatgtg 
tgtgcctcgt 
gagtactatt 
atagaatttt 
acacccatat 
aaataataac 
taaataacat 
tatttggtga 
aaagaagcag 
cacatttctt 
gatttcacaa 
cctataaata 
ttttgttctt 
taaaaactca 
tgtgtctgta 
aattaaggta 
aaatcaacag 
aattgtctgt 
tctatgagtt 
ttgagttttt 
acacgatctt 
tttttttcca 
tgaattttgt 
ttaatatatg 
caagtatcca 
catactttat 
gttttttctt 
acatgcattc 
aacgaaaacg 
taaatacgaa 
atcagataaa 
agcttttttt 
ataaactctt 
ccagaaatgc 
gttcttaatt 
aaaagtttgt 
tagatatgag 
tcaattctgt 
aatcttcttg 
caactggacg 
atgattcaaa 
tgtttgcaga 
ttgcttgaaa 
tgccttgcga 
tagttttctt 
tgattggtgt 



atgcgtttta 
tctaagagat 
tcactaatta 
tgttacataa 
accttcaaac 
tgacctatat 
taaatgttta 
tccaataagg 
tctgaaaaca 
gttttaattc 
tctcgttaga 
ttatttgaag 
gttttggtta 
actgtatgta 
ctctatatat 
ataagtgaaa 
gtgtctagtt 
gttgtgttat 
caagcaatga 
atacacaaac 
cctataatga 
ataaacatat 
ctgtatcaca 
agagatgggc 
atcttttgct 
cctccacaca 
aaaaatcaga 
gaaattaggg 
aaaagatcag 
tatagataaa 
acaaaaagaa 
acaagtaacg 
tctctgtgat 
ttgcagctcc 
gctagatctg 
gatttctacg 
attcttgaaa 
aatcgaatag 
tctgtgtgat 
acgtagaatg 
ggtggttaaa 
aaaaacaatg 
aagaaaatat 
taagatattg 
actttacgtt 
taatggaaac 
ttatggtgat 
attctctctt 
agctatggat 
caaatactat 
tttcgtgaaa 
aaccttcaac 
atccatgtag 
gggaggattt 
gctctctcaa 
tgagattaat 
cacagtacat 
ccaatagagc 
tcaatctctt 
gtttctgatt 
gagaagtcat 



1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
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catatgggag gaggaggagg atgggaaggt 
caagctcagt ctcagggact ataccagcct 
taaatccttt gccttaaaca atcatctgca 
gtacttatat aaggttcttt agttacttgg 
ttttaagttg ctgttttggt gatgatgatg 
cagagcaaat aactgcgaca acccaagctc 
ggtggatgct c 



ggtgaacaga atgttaccta cgcgcatcat 4 860 
cttgaatgca atccaactct gcaaatgggg 4920 
aatcagcttg tgtacttcac tactaagatt 4980 
tgtaaagagg atcatcaatg tgtgtgaacc 5040 
atgatgacag gtatgataat ccggtatgct 5100 
aggcgcagca gggaaacggt tacatcccgg 5160 

5171 



<210> 43 
<211> S131 
<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<223> SEP2 genomic sequence 
<400> 43 

acgctctaac caactgagct aatgggccat 
cgaatctaaa tcgtcatagg taattaagaa 
tttgattcta cttctaggtg ccaccattga 
caaaacatat tgcttgaatg attctaaaca 
catatgttag gtaaggtcag gttttgccaa 
ttcttctact ttggaggatt ttgggtgaat 
ttcttcttct attgaaattt cccccaatgg 
tccggtatca aatcatatat atatataacc 
aaaaggtata aagaagagat tatagtccac 
caaacaaatt gaaagggtaa aaaaaaaaca 
tcctcccttt gggccagccc cctaccacaa 
tatcgacacg tgtacttcga accacatcac 
actttttttt tttttttttt ttttactttt 
tacatacgga cttgctacgt cacctgagaa 
gaaggaaaat tatttgtatt tagttattta 
cagaatgata ttagagtgat actgagacga 
ataaacacga ttgattaaaa atttactata 
gtacatatac aataagtaat taaacctcaa 
caataattag aaatgagaat aaactattta 
ttttaccctt cttggtctca cctaaaaaga 
gccaaacata gaagattgga aaacaaattt 
caacgaacca attaagttaa acctacatat 
cctcacgttc tcttccattt agctaataac 
cgaaaactag taaaataaat atacatactg 
aaatacccta catcatagtc ttaactaatt 
tattcataaa tacttatgga ttacctaaac 
catcatggat tcatggagac atggtcagat 
gatatactgc ggctgattat tattttttac 
tggtattctc aaacaaaaat taaaaattga 
ttgtcgaata gataggaagc aatagaaaag 
gaggcttttc tgcggcttgt gaagtaagaa 
attcattgca gaagaaacca atgtttcccc 
acttggacaa atcccctttt cagtattagt 
cattccaagt gtctaataaa cataactaac 
aaattttaaa ctatagagat gaactttaaa 
ttgatgagtt ttctgacttt ttgaagctta 
tgtaataata tggatcaaac aagaaatata 
acgttatcgt tctattttaa ttcaggcacc 
atatttctgt tgacaaataa ataaagatgt 
tagacctaaa agagtcgaaa cattggtatc 
ggattatata actagacaac gtttgtttta 
caactagcaa ctaactactc atggcaaata 
gaaggtgtga gaatgttttt tactttctgt 



ttgcgaatgg tagtgtctat tttacttatt 60 
gacatgcaaa gcttaatcaa tgatggattc 120 
cgcattcata aaatcataac cggtcgttta 180 
aataatagtt ttttgttgaa attttcaaaa 240 
taagccttac tatatacagt ggcaacatgt 300 
atgaaaccca tgtgagcatg atacatgtgt 360 
tcatttgctc tttgcgttcg tgttgcgctt 42 0 
taaatgagac tagacaattt gaatcattgt 480 
aattaacaaa gtaataagac ggtaaaatat 54 0 
agagggacaa gtcactgtta gaaaggtgac 60 0 
aagtcaaagc ttacttacta ttcagtcata 660 
ccatcctatt acgtaatttc cactgtctag 720 
taacgttttt tagctgtctc tctaaattac 780 
gaaagatctt tgctcgtaga ttctttgtct 840 
caattgcata attgtgtgta gtaaatccgc 900 
cgaatggtgt aacttgtaac atatatacta 960 
cagtatatcc aaaacattat gattgagagt 1020 
aaccaaacag tttttttttt ttttggtcaa 1080 
acttataaat tctagaccca aaaactcata 1140 
ctttaattcc caaaactctt gcaaacaatg 1200 
aaatctactt tcacttttat aaagaataat 1260 
attcgtatgt gatcacatat gtgttatatt 1320 
cttaattact tcaagaaatc atatatcaac 13 80 
aaagcgcgca aaatttttag caatatttta 1440 
aatctttctg atcaaaattt attttcataa 1500 
caggatactt atccctataa atctgtcaat 1560 
atcccacgtc cagatacaat gtaacatatt 1620 
attagaacga gtttagatcc aaaacaaaat 168 0 
atacgaaagt aatagaacaa aacttcaatg 174 0 
cgacacgtac atgtccattt taaggtagga 1800 
aaagaaaatg atgatagctg ctttcgtttc 1860 
aatctcacgc gcctcctcct atctaccacc 192 0 
ttttttttcc ggacattgta cattcaaaag 1980 
cactccaaga tgcaaaatct agctacgaac 2040 
ttcgggcatt aattagtgga acttgagcta 2100 
attgagtttt atatacacta tatataggct 2160 
taaactacaa attgggaatt aggttttaaa 2220 
tttagaatat caagatccat gcatgtttca 2280 
ctcaaatatg aagtttgggc aacgtacgtg 2340 
taagtcatat atctagatgt atatggacat 2400 
aaaacttaat tcatttttct taattagtag 2460 
atggtgtctg cgtggcacgc acttgggaga 2520 
gtaaaagatg gaagagagag aaagagtaaa 2 5 80 
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gaagtagaga 
tcttatcttt 
acaacccttc 
aaccaaaaaa 
ttgttcttga 
atacccaagt 
gttacacaaa 
atgggaagag 
tttgctaaac 
gctgaagtct 
tccaagtact 
tagtcttgtg 
tcagtttctt 
caagtgattg 
ttaattgcaa 
tattatcatg 
taaactaaag 
gttccatgca 
taatatcttt 
ttttagtttg 
tcagcatgct 
acaacaaacc 
ttatcctttt 
gtttcttaca 
agtacttgaa 
aatgtggatg 
gtttgtattg 
tctgaattca 
tcgctgcatc 
ctatatatag 
gcctcttctt 
gagcatatct 
ctctctctcc 
tgagtctaaa 
tcttcaggaa 
gacatcacca 
atcctcaggc 
ttgggtaaat 
cagtttgctt 
tgtttagtct 
ttgaaaatgt 
atatagccat 
aggaaacggc 



gagagatatt 
atagctttta 
aaaaagagaa 
accaaagaaa 
aaactagggt 
catgtttctg 
tagctataaa 
gaagagtaga 
gtagaaatgg 
ctctcatcgt 
tctctttctt 
atgagtttta 
aatctgatct 
aatttcgaga 
tctattttta 
taatttcatt 
attcacagtc 
ttaaccagtc 
ttaattaagg 
ttcattaaat 
caagacactg 
tgctaaagag 
ttaattttat 
tagatattca 
gctgaaaggt 
atgatcattt 
atcatgaaag 
aaggagctag 
aaggtgattt 
actgagacac 
ttttgcagac 
tgcttgatgc 
tccagtttct 
tttcacattc 
agtttgaaaa 
tataggagga 
tcattctcag 
caaacaactt 
taagcccaac 
aaggattcag 
gggtttctat 
ccagtgtgct 
tacatccctg 



gtatcaccaa 
tagattcaca 
aagatctaaa 
gctaattaaa 
ttacttcacc 
tgtgtctgta 
agagggaaaa 
gctcaagagg 
tttgctgaaa 
cttctccaac 
tatacactta 
tctttcttga 
ctaattaggt 
tctgatctta 
gatttatcgg 
gtctctacac 
ttcaatgaaa 
taattaaagc 
gatcttcttt 
ttatagattc 
gaaaggtatc 
cttgaggttt 
ctaaagaaaa 
attgtctatt 
agatatgaaa 
ataaacagca 
tgtgttgctg 
agcagcttga 
acttctgtac 
atgcatgaaa 
acagtatatg 
caacagagct 
atttatagat 
ttcaactgct 
atattgtgtt 
ggatgggaag 
ggactatacc 
ttcttgcctt 
attgtctttg 
cactttgatg 
tgttgacttc 
cagagcaaat 
gctggatgct 



accctaatga 
aaaacttttc 
gaataaacaa 
gttttctctc 
aaaagataag 
tatagataaa 
taagataggg 
atagagaaca 
aaagcttatg 
cgtggcaagc 
ttagatctgt 
ttgcttttta 
tttgattata 
atttaatcat 
agctaggaaa 
ggatatatat 
tttaaaagat 
tcatgcagac 
ttataaattt 
ttcttctcct 
agaagtgtag 
aatctccaac 
tgtttgattt 
atcttcgcaa 
atctgcaacg 
tatatatata 
cagaaatctt 
gcgtcaacta 
atacactgaa 
tgtttttgat 
cttgaccagc 
ttgtcaatga 
ggaaacttta 
acatgtttct 
ttgtttagct 
gtggtgatca 
aatctcttga 
aagacatcaa 
tttcatagag 
tctgaagtat 
gaaactatgt 
ggctgtgacg 

g 



tctctcaccc 
ttcagattca 
gagccctaat 
tagctattcc 
atctttcccc 
acattacata 
attttttggg 
aaatcaacag 
agctttctgt 
tctacgagtt 
gtgtagatct 
acaaaatact 
gaagaataat 
catgtcaaat 
gtatcataat 
gtgattagaa 
ccaacgtaga 
atttaagcac 
tcttttgtta 
gatttgtgtt 
ctatggctcc 
atctcttcga 
tgagacaaaa 
ttttcagaac 
tcagcagagg 
tatatatata 
cttggagagg 
gacggctctc 
agattcacac 
gcgtgaggtt 
tctctgatct 
aggtatatga 
aatagtccaa 
tttgtattat 
ggaagatatg 
acagaatatt 
atgtgatccc 
cttaggttat 
gctttggtta 
ggaaaatcaa 
tgttgtggtg 
gtgcaaggtc 



tcacaaattt 
caatctcatc 
atcaaatcac 
tcttcttttc 
agaaaaagca 
ccctaataag 
gtgaggaaag 
acaagtgacg 
tctctgcgat 
ctgcagcacc 
ttcatttttc 
tgatatattt 
tcagtacttt 
tcttagggat 
gatatactat 
cttggtaaag 
ataattagtg 
cacatgaatt 
gtttttaaaa 
ttttgatctt 
attgaagtca 
tcttaattat 
gcccttcaaa 
agctacagag 
tatatacatt 
tatatatata 
atcttggacc 
tgaagcaagt 
aaatctttct 
atctgaaaat 
tcaaggtaag 
tgatgtttct 
tttatatata 
ttctatgata 
atcggcgtga 
gcctatggac 
actttgcaaa 
aaacagttag 
aaactcgtgt 
tatctcagac 
ttgcaaacag 
agtcccaaca 



2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5131 



<210> 44 
<211> 5070 
<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<223> SEP3 genomic sequence 



<400> 44 

gtccccttcc 

aacggttctt 

tctcacgccc 

tttcacgtgg 

cctatcgatc 

taatagcatt 

atccatccat 



cattacgtct 
attctttctt 
aatggaccac 
catttatttg 
accgtcgtct 
tttgattttg 
ccaaatggga 



tgacgtggac 
cgacccttca 
atatatcacc 
ttctagtttg 
ctttagcttc 
agaatttctt 
cctgtgtgtg 



cctgtccgtc 
cgacattgcc 
agtactccgc 
tagtgcaaac 
acatcgagat 
tagaaccgtt 
ctccatccag 



tatttttagc 
tcaaagccgt 
aacttagctg 
attgcaagtt 
tcttctttct 
ggatctctca 
ggcatatgat 



agattaatcc 60 
ccgattctca 120 
tcgtgtagga 180 
gatatggtcc 24 0 
ttcctacgtg 300 
tcgttggttg 360 
cccaaagcca 420 



42 



aaagagtatt tccaagtgct ttctttcttt 
tcttatgctt tagactaaga aatttattcg 
acaagatcta gatttttttg agttaattcg 
aagtaatggt aatgtgatca tgatgcgatg 
ctaccctgga aaacaaaatt acgtgttata 
aaactgaata aaaccttcta taatgttcaa 
cattcacgct ttacgtaaca attaagtgga 
acatcattgt tatatttcta agttttttta 
ttttttggga aaattcttaa agagacttga 
tttgacactt gaaaccgttt aaaaactcaa 
cttgtaattc accacatata ttatcaatgg 
aaacgaagga aagagtacaa aaagagaagg 
attggtatga catcaataaa taaatagttg 
gcacatcatc tcgatcaatt gtcatcatct 
caagtgaatt cgtacttgcc cttccctttc 
tgtaacttat aattatataa ccatatttaa 
attaaaatat cataaatctt gagtcccaca 
tgcttaaaat gcttctatga gaccatgacc 
aatcaaaaga gaaaagaagc taatgggttt 
gtttagtttt tctaattgaa tcataccttt 
aagcaattac gtctgcaacc aaaaagcact 
tcggacgaac cctaagataa ccaaaataaa 
ttatccattt atgttttctt tctttcccat 
accaaactga atttatcaac atggtttttt 
agtagactaa tacaaaagac atttctgtta 
ctatagattg gaaaaggaaa agcaaatcta 
agttttagat atcatgaaaa catcacaaac 
atcacaaggg tagttccgta agttgggaaa 
ggtcacatga ttccctgaac tcgattttat 
attttttata taaaaaaatc aggtggattt 
tgtccaaact cattcattgc cctactattt 
acgcgccatc tccaccttcc attattaatc 
catacgattt taatatctct gtctctctca 
agggtttttt gtaggatttt caattattaa 
gcatcaaact ttcttggcag atcacatttt 
aaattaaacc actagctaga ataaagtgtt 
tactaattat gtataaacac aaaaatgcac 
tggatagggt aattaacatt ttttctttca 
ggtctttggt acacaataat tggagggtat 
gaatatttca agtaatgaag ctgacatgtt 
tttgtacaaa tgtatatgta cactttaaaa 
agaaaaaaag aaagaaagaa agaaagaaag 
gcaaggaaag agagagagag agattgagat 
atgggaagag ggagagtaga attgaagagg 
tttgcaaaga gaaggaatgg tcttttgaag 
gcagaagttg ctctcatcat cttctcaaat 
tcgaggtata tatctacttt tgtatatata 
attaagtaac acaaaaatgt cttgtatgta 
tacgtacgtg ttctatcata tccttttaaa 
ccccaaatct gtatcatttt ataacaagtt 
ttgatttcca tttttgtttt tgattttttt 
ttttcttata ttttattgct tatttgtttg 
acaatctatc tgatatgaaa ttagggttaa 
aagcttaaag tttccacctt ttgattctgg 
tttgttgtca gattgatata agttcatagg 
gtaaccctta ggggtttcca attttgggtt 
aagtccgttg gatatgtata cttggggatg 
tcttctctta aaagactaac agattttgtt 
tttttaaaaa catgttttga acttgatgag 
gtggtgtgaa gcatgcttcg gacactggag 
gaacccaatg tgccttcaag agaggcctta 



ctttctttct ttcttactaa cctttttttt 480 
gccatatcca cttttacgaa tatacttctt 540 
gtgtatataa cattggcatg gactgcaatt 600 
tgtcgttatc agtagtataa tattgatggg 660 
tgtacacaat ttggtagaac cgtagaaatt 720 
aattatatgg tacagattaa tacggaaaaa 780 
aagtaaaatt atcccaaaaa tatttatatc 840 
tatctctaat ggtatatgtt ttacagattg 900 
agaatgtttt ttttttattt tcttgaaatg 960 
atatagtata tatcattgtt ggtctcatac 1020 
ggaagatttg aaaatttttg ggggatcaca 1080 
aaaagataga agatatatgt ttttaacttc 1140 
aatgtacttt agtttctctt ttggtttaat 1200 
tacattgaat tatacgacca gatctgataa 1260 
ttctcatacg tccttctaac taattttgat 1320 
ttttatttta tctaaaacca attgaagcaa 1380 
tgaagacaat atataaaact cgtgcaaatt 1440 
aagtgagatt aataagcgat tcaatgtgca 1500 
aaatataacc aaacagaata ataatgctat 1560 
gtgtccatca cctacttacc ggtcagaata 1620 
aagactttcg gtcagacatg atctctaaca 1680 
ctatatctta tattcaaatc tctgtttatt 1740 
aatttttttt gtgtctcatc agactctctt 1800 
ttttggccac atcaaaatgg tggtttataa 1860 
atttcactaa caaaaataat cttagcagta 1920 
gcagtaagat ttatcaaaac tagcagtaag 1980 
gagtagtgtt ttactttaca tttttaacca 2040 
atcgtacgag gcttcaccta gttaaggtta 2100 
aagtaaaaaa gaaaaattta taaaatcaaa 2160 
atcagaccct accatcgaga tgtcgacacg 2220 
tctgtttagg gttgcaatca ctcatcgcac 2280 
tctcattttc aacatcacac tcttacgaat 2340 
acgtattaaa taaaaatggt tttaaatgtt 2400 
tctctataat tcgatgaact aagtaaaaaa 2460 
tctctaaact aaatatggac tgaaattgaa 2520 
ggtgagagtg gaactctaat ttctctcctt 2580 
caaattttta ggtttgaaaa tatctaagca 2640 
attttgcaat atttgaataa atcctatgag 2700 
atagttgagt ctgagagtat attagaaaga 2760 
tatatgtact ttgagagaag tgttgtgaga 2820 
agcaatataa gatagataaa aaaaatataa 2880 
agagaggctc atatatatat agaattgctt 2940 
atcttttggg agaggagaaa gaaaaagaaa 3000 
atagagaaca agatcaatag gcaagtgacg 3 060 
aaagcatacg agctttcagt tctatgtgat 3120 
agaggaaagc tgtacgagtt ttgcagtagt 3180 
ttacttataa cataaacatt ttatatacat 3240 
tgggtctctc tgtgatgtgt tgttgtgtcg 3300 
agaagcaaag aggaaaaaaa atttgggata 3360 
tgcttttttg atgttctttt gtgtttctct 3420 
tctatttctc tttacatcta tcaaagtttt 3480 
tctacttaat tcacattatc tgagagaaga 3540 
tttctcttgt gagtactctt taattcacat 3600 
gggtcgtcca attcgatcaa atcactcaat 3660 
gggatattgt ttccacgaca atccatttta 3720 
ttgaattgac gctaatgtca aattcatcta 3780 
ggattcatcc ttttttctgg gttctttaga 3840 
gtaaacccta ggaaacagtt aaaaatccca 3900 
taagattaat ggaagaaatg atgtttttgt 3 960 
aggtaccaaa agtgtaacta tggagcacca 4020 
gcagttgtac ccaattctct tctctttctt 4080 
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ctaattacct taattaatta ctctcaattt ttactttgat ttttagagtc aaatgattaa 4140 
tgttataatt tgtcatatac ttcaggaact tagtagccag caggagtatc tcaagcttaa 4200 
ggagcgttat gacgccttac agagaaccca aaggtaaact aattagcttc ttcagctacc 4260 
ttcagagagt gtttgttttt ttagtagatt tttttgatgg ttttgatgtt gaaataggaa 4 320 
tctgttggga gaagatcttg gacctctaag tacaaaggag cttgagtcac ttgagagaca 4380 
gcttgattct tccttgaagc agatcagagc tctcagggta ctactttgtt catcaatatc 4440 
tttatacact gatctatttc catagtaaga ttaaatttgg tgtttaattc tgcagacaca 4500 
gtttatgctt gaccagctca acgatcttca gagtaaggta aataaagaaa cactcattct 4560 
cctctctaaa ttcctcatct aaaagtaatg taaccaagaa aacacaaata tttggagcag 4 620 
gaacgcatgc tgactgagac aaataaaact ctaagactaa gggtaattaa tatacattct 4680 
catatcacca aattaatgca tcactaaatt tggttataat gtgtgtgtgt atatacatat 4740 
gtgacagtta gctgatgggt atcagatgcc actccagctg aaccctaacc aagaagaggt 4 800 
tgatcactac ggtcgtcatc atcatcaaca acaacaacac tcccaagctt tcttccagcc 4860 
tttggaatgt gaacccattc ttcagatcgg gtaactttag actagtataa ccaatttgat 4 920 
ttgagttcta ttataagctt ttcttaagaa agtatctcaa actactaaat tttatggagc 4980 
aggtatcagg ggcaacaaga tggaatggga gcaggaccaa gtgtgaataa ttacatgttg 5 04 0 
ggttggttac cttatgacac caactctatt 5070 



<210> 45 
<211> 5392 
<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<22 3> AGL2 0 (SUPPRESSOR OF CONSTANS (CO) OVEREXPRESSION 
1 (SOC1) ) genomic sequence 

<400> 45 

gaaaaaaaaa acacctaaag aagtgaatat aataggcata tacatatgag gaaaatgaaa 60 
acaaaaggag cgaaaaatag atttaaccta aaagaggaag taaagaggtt ataagaggta 12 0 
agaaaagtag gaccatataa tagctatatt gtagaatttt attatttgga gatatggcaa 180 
tttttgtgag ggtcccatga agactaaagt gtggagcacg atttatcttt gtaattaata 240 
aaataataaa tatattatta ttgtctcggg atttttcgat tgatgagaaa aagtaagagg 300 
tgcgttttcg aattatcatt ggctaacgtt tgtacgtgac tgtacggacg acgttgatgt 360 
atttctaata ttgtactctt ttttcccacc cttatttctc taattcttgt acattaaccc 420 
caaactaatt ttacaaacac attggtgttt aatcattgtg aaattttgat ttatctaaaa 480 
tacactttat atgttatgat tttgcatgag cttatgactg gtaaactcat gagatttcca 540 
tatcaccatg ttggaagtta ctaaccatac atcttttaaa tgcaaattca catcattcct 600 
agactgctag acagacatgt acttacttat acaaggtttt tctaatctaa tggcaacaaa 660 
gaaacttgtg actaaacgca tacgtatctc tcatatagtg tagactagaa ctctacgtat 720 
ctctcatata gtcatatttt taaaaaaatt atactttggg atctcgaagc gaaaattaga 780 
ttagtttata tgattatgta caaaaaaaat cggatattac taccacttaa aaataattgt 84 0 
agtggtcaat catatctaaa attaatcgca gtgaacaaaa acctgaagca tagcctggtt 900 
ctatcttact ttcgatgtga cacattacta acacgattgt tttaatctat aggacgaatc 960 
ctttaagtaa tgtatagttg gttcagttac gttagatact ttttgttttg gatttgtctc 1020 
aaccagttaa gaagtgatcg tatttactag tggtatacga tgatgtttct ttaaatctga 1080 
attgggtcta caaaatacat aactaaactt caaaccgggt ttatacttta tacaaacacg 1140 
aaaatataaa gatagagaca attcaccaga gaagatgtgt atttatataa aaattatcca 1200 
tacagatttt cggacctatc tgtttgatat ttaatatata taaatacgtt aacatatttc 1260 
accagagaag atgtgtattt ttcgaaataa ttagtttgtg tggtcctcct cccgatatag 1320 
ataaaagatc attagatatc gattaacaat tttatctcca aaaaaggata tttttttggt 13 80 
gccactagct agacaagacg ttcgataagc tgaattatta ttggatttct aagttacgtt 1440 
ttctttagta atccgaggga ccaaaaatag caaatgcctc tttagacacg tcgctactta 1500 
acgccattgc cccattgtct ctgtactagc ctccaaatat ttggattaat ggtcacttag 1560 
gtaatgagga aattgtagta ttttgtaatg tggttttgtc caacttataa aaacttacaa 1620 
ttgcaagtaa ttaattattc acatggagat gtaagattat gtcatataac taaaaacaca 1680 
atttaagaac aacaataaga aacaatggac aaacaagcat agaaaatata caaatcaaat 174 0 
gaattttatc tgttgggatg gaaagatatt ataaaaattg attaaaacca atatagttgt 1800 
attactcaca ggtaagaaaa aacgatattc ttatttttca tatcaattac aagtgggggc 1860 
atataggtac gagagagtgt ttgtgtccac attaaaaaca aaaaaagatt tttgttagaa 1920 
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gaaatttaat 
aaaagatgtg 
aaggcttttt 
catatgactg 
agaaataaaa 
cgagaagagg 
tttttgtctt 
ttgctacttc 
cttctctttc 
acctatacat 
acccttttag 
gtactctgat 
tttggtttct 
caaaagtttc 
cttaatcttt 
tcatatcttc 
gtgtgtgact 
tttgaaaaaa 
atggtgaggg 
ttctccaaaa 
gctgaagttt 
aagtacgttc 
tcattaacct 
ttttgtggaa 
ggtttctgca 
attgtttttt 
aattagtttc 
gttatatatt 
ttagtattct 
gttctaattt 
catgcttcat 
ttttgacata 
caaaagagtt 
cattacttct 
ttgggaaagt 
ttgattttct 
tctagtgata 
ctgatgattt 
gatcgttatc 
atgcaggttt 
ttactatata 
gtcacaggat 
tgtgatataa 
aactcgaagc 
ttgtatatat 
aatcagtaaa 
tgagcaacag 
ttatctgtta 
attataactc 
tcaagcaaaa 
aattgtgtaa 
aaaacttttg 
atatattctt 
agaaagttgg 
ggttatcttc 
gcatctatta 
agtttggtca 
ttctgaagta 



aaaaataatt 
tatgtaaaaa 
tccaaaataa 
actatttagc 
tagaaaagaa 
atctttttta 
ttgtttcttt 
cataaaaagg 
tttcttcttc 
acacaaaccc 
ccaatcggta 
ggatctataa 
ttgtcctaaa 
cattacagac 
cgttgacttc 
atttttttaa 
aatcttgtta 
taattttatt 
gcaaaactca 
gaaggaatgg 
ctcttatcat 
tttttgtctt 
ctctatttgt 
tcacatctct 
aaattagggc 
tatttccgct 
tcaagttatg 
tgatcttctt 
tttggtttga 
ctaagtgatg 
ttcatgctca 
gaaactcaaa 
ttatcttgta 
gtaaatgaaa 
acttctttct 
aaaatagggg 
tcttcaataa 
actttaatgt 
tgaggcatac 
attctttatg 
atatcaaaga 
caagtcacat 
ccaacagcat 
ttctaaacgg 
ctatttcatg 
ctcttgggag 
cttgagaaaa 
tatctccaca 
aatttctcat 
ggtaaagtag 
tattccaagt 
caggagaaag 
atgggtctca 
ggttcttttt 
aatcatcaac 
attttgtgta 
aataagaatc 
gagacgcaat 



tgacaggcat 
tgtccatatg 
gtaaaggatg 
tcctccctct 
aatatatatg 
aggagaaaag 
tattacacac 
ttcttccttt 
tccctccagt 
tttatcctcg 
agatctcttc 
acttatatgg 
tctcatgaaa 
ttatagatca 
atcagtcttc 
cctactctct 
ttgaggtggt 
ttttttctgt 
gatgaagaga 
tttgttgaag 
cttctctcct 
tcttacaaat 
atcttaattt 
ttgacgtttg 
tattattaaa 
agtatatcat 
atataaataa 
agagatcatg 
actaatcttt 
attaggaagt 
ttcctaattt 
gctagctagc 
ctgttaggta 
atgccagctt 
ctcgaaccta 
gaaaaagtac 
gaaatgtttt 
tccaattata 
taaggatcga 
atcttcttgc 
gcggtaatga 
atttataatt 
ttgaaatatg 
tttgtgatat 
atgcatagga 
aaggcatagg 
gtgtcaaatg 
ttataagtat 
ctcttttaga 
tttttatgag 
aagtaagcct 
ctctagctgc 
agttagggtt 
gggggttatt 
cttctttaat 
ataattctat 
aagaaagtac 
tgttcattgg 



ttccatccaa 
tatcaaaata 
aggtttcaag 
ttctttctct 
gtttcacaaa 
cagagagaga 
aaatagatga 
cgcagagaat 
aatgcttata 
aaagcttcct 
gtcatgatct 
gtttggtttc 
ggaggttgca 
gatactttag 
tcccacccaa 
ttgattcata 
tgcaccattg 
gtgcaaggga 
atagagaatg 
aaagcctttg 
aaaggcaaac 
catccataga 
tttttggttt 
ctttgagagg 
gtagtatcaa 
cttgtttaat 
aatgtgctct 
atcacatagt 
gtcttgttat 
tgtttcatca 
agttcaattt 
caaacctaaa 
gtagggaaac 
ttgatcagat 
ctaaatataa 
aagacttttc 
gagaacacca 
tatgtttttg 
gtcagcacca 
ctatatatca 
atataaccac 
aggatatata 
aagcagcaaa 
atacatatat 
gagtttgatc 
aacatgctca 
tattcgagca 
tgttcgaatc 
ctcaagtgtt 
tgtatataaa 
cttgtgcttg 
agaaaacgag 
gcacattcgt 
aggttaggag 
ttatgtattg 
ttgaatgcag 
tggaagaggt 
gttaccttgt 



ctagatattt 
tgctattttt 
cgtccatcat 
tattttatta 
caccattacc 
agagacgagt 
aacgaggaaa 
caactttgat 
tagtctcctc 
cctggttagg 
tttctttttt 
atttggttcg 
tccttcaatt 
attgttttgc 
acaaaaaagt 
tatgaaatgg 
atctaccgtt 
aattaactaa 
caacaagcag 
agctctcagt 
tttatgaatt 
aagagagaga 
atatatggat 
tgtgtttaaa 
gtacatatac 
catctgtctc 
ttcgtagcca 
attaataaaa 
tgctttaagc 
ttcctgattt 
gtttgaatat 
tgttgattgt 
caaacttact 
gtttcagaca 
agataagacc 
aagctatgtc 
ttgggatcta 
acagtatgca 
aaccggtttc 
attcttgcta 
aatatgtata 
tgtacatgca 
catgatgaag 
acaaacacat 
aattagtgtt 
atcgaggagc 
agaaaggtat 
atcttctgaa 
taaggaacaa 
cagatataag 
ctttttacaa 
aagctctctg 
ttttttattc 
agtccttact 
ttctatatat 
tggggatctc 
gatgaagaga 
tcttcaagaa 



at 999 a 999 a 
ggtctttctt 
atttgcgaca 
tctttctcca 
ataactacaa 
gtgtgaagtt 
gctacttctt 
catcttcttc 
ctatatctct 
tttttatcaa 
cttttgcttt 
atttgatgtg 
aaaccgataa 
tttttgggta 
catatttcga 
gttgttttat 
ttcttcaatt 
agaagaagat 
acaagtgact 
gctttgtgat 
cgccagctcc 
gagagagatc 
ttgattggcc 
tgagtttctt 
cctcttattt 
tctctttctc 
atttacactt 
caactttcaa 
aaaacatgtt 
attaatccct 
ttgttcctga 
ttttgagaat 
tttgatgaat 
tttggtccat 
tcacatgttt 
cttgattaag 
aatttgatct 
agataccata 
tgaagaaaat 
attaatactt 
taatctcaag 
ataacatttc 
aaaattgaac 
tattcatcac 
ttgtttttgt 
tgcaacagat 
gtgtatatat 
accactcata 
attgagcagc 
tatgtatgca 
attggaatct 
aaaaggtata 
ggtaaagata 
agtttttctt 
cttctaattt 
atgaaagcga 
gtagcccaag 
ag 



1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5280 
5340 
5392 
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<210> 46 
<211> 5134 
<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<223> AGL22 (SHORT VEGETATIVE PHASE (SVP) ) genomic 
sequence 



<400> 46 

tacaagtcat 

acttatttta 

cattagggac 

tgtgtagtgt 

aatgtttcat 

aaaactctga 

ctctaaacac 

ggatgttcta 

cttgataata 

aaaaactcaa 

ataagtaata 

agaaggtttt 

catttttgtt 

ttaatatttt 

ccaattagat 

accataatta 

caacttcata 

tcggaagagt 

agggtagatt 

cgtggagtat 

ggatcgtgtc 

aaaattttag 

ttcactgttt 

attttatttt 

gattgtggcg 

atttgtaatg 

gatttcattt 

agtgatgatt 

tgtgcatgac 

atctgagtag 

acaagttata 

tgaaattaac 

cacaaactta 

atcttcccaa 

tctgaatttt 

acgttgtagc 

aattagttac 

aaaagaaatt 

acttataaat 

aaaaaaaact 

agaaacccca 

atccttcacc 

attaaatata 

tttcttttga 

aaaagactga 

aaatcatatt 

gtcttgtcac 

acaaaattta 

ctttaatcat 

tccattaaaa 

atggcgagag 



cgccgccgtc 
ctcgtaagga 
tccgctttat 
agggactgtg 
tagagaggct 
cactttgacc 
tattcaattt 
ccaaatttaa 
attttgtgag 
cgattttctt 
tcgatcaggc 
gttttctagt 
ttaaaaactt 
gttgtcaaca 
agaaaagagt 
tatttaacac 
attcatatag 
aaataatact 
attgcaaact 
ctttatttgg 
ccaatcagat 
tggtcgacac 
cttcgtatga 
cttaccttta 
attgaaatca 
ttgagcttat 
aaattttatt 
gataccccca 
aaactttcca 
atatggttca 
tgccacatga 
aaattatttt 
tttctttcag 
atgtttttac 
gttatgaggt 
ccttgatgtt 
aaggagtata 
ccccactgac 
cctattacct 
aaaactaaaa 
tcatcttgat 
aatcaaaacc 
ttcccttagc 
tcctctctaa 
gtgtgttctt 
tattcttcta 
tctctctctc 
tttcctctgg 
ctctcattct 
tcaaaaccta 
aaaagattca 



gtcattttca 
aaatttgggc 
gataacggtg 
tagaaagaaa 
tggaactgtt 
aatcaaaact 
caaatataaa 
tctactttta 
tgaacaaact 
tgtttaaaat 
cacctctctt 
gttttctaat 
ccataattcc 
aaaatttcaa 
taaagaagaa 
cgtattaatc 
tatcataata 
caaatagggg 
tggagtaata 
gtaaaacttt 
ttcttgtggc 
tttttatttt 
aggtatgctt 
atcacggttt 
tatgtttggt 
gtattaaaat 
ttgagttaca 
ttgtgtgtgt 
aattagtgca 
ttaggttaca 
ttgactacta 
gtcatttccg 
taaaaacaaa 
ataaataaaa 
accattacca 
cttcaggtct 
agtgaacaaa 
ccaaacacac 
caccatatcc 
atataatata 
agtattataa 
ttctcatgtc 
tttttttctc 
tttccttgtt 
tctttcaaat 
aatttagcaa 
ttctttaaag 
cttcttcttc 
tgaatcttga 
agctctctct 
gatcaggaag 



ggatccggcg 
ctaataaaag 
actgtagttt 
gaagcctaaa 
aagggaaagg 
caaagacctc 
tgattcatgc 
ccaaaccatg 
tttttttttt 
acgttagaaa 
atagttattc 
atacgtcatc 
attactcgta 
attataattc 
aagaaaagag 
acatcaacca 
aattcgcaat 
gtgagtgata 
aagagaagaa 
aatttagaaa 
tgcttcgggt 
actctggctc 
aaacattatt 
tgtaaattgc 
tctgttgttg 
gttaaatgat 
tattcaattg 
aattgttact 
tagattgtaa 
aacctctttt 
aattttcaaa 
agttggattc 
acattgtcct 
ataatataca 
tatagtacgt 
tctagttagt 
gtgagacaac 
acttctcttc 
aataaccacc 
tatcgttttc 
aattaataaa 
ttcttctctc 
ctttagtttt 
gattcatcga 
ctttcaaaaa 
aaagaacacg 
tctccctttt 
ctcctcctcc 
tccatcaaaa 
cttgcttcta 
atcgacaacg 



agaaactgaa 
cccaataata 
ccttgatgtg 
atggctaaaa 
tcacgagtcg 
accagttgtg 
ggttccaaac 
acaaatatga 
cgaaaccaaa 
ggaatatgta 
tcctagcaac 
aaaattttca 
gaacacaaac 
aactatattt 
tttacagtaa 
tatgactttt 
aatacaacac 
cgagccacat 
gaatgggttt 
taaaattctg 
ctggttttgg 
gtgcctcgag 
ttatttttaa 
tttttagtct 
acgttggtga 
aaataacctc 
gttttataaa 
gggattgaac 
ttgtataatg 
tttaaggaca 
aattattgca 
ttacaaacca 
cagaaaaatt 
gttgatatta 
agatttacaa 
ttttgcagta 
tcattttatg 
tctctctcat 
acacacagac 
tttccaaaaa 
cctctccctg 
ctcgaccttt 
cttcttcttc 
ctagatctaa 
ctagggtttt 
atttactttc 
tagcaaaaat 
atctcttctc 
tcaatcccgt 
gggttttttt 
caacggcgag 



ccaaaataat 
ataaaaagcc 
tcagagagag 
ggttaggtgc 
tctactcata 
tcacgtgcgc 
gccaattgat 
ataaacatta 
ccaagctgaa 
ttatgccgaa 
tttaaccact 
aaaaatacta 
gcaaaccata 
gcttgattac 
attaacgcaa 
ttaccgtttg 
aagagtttcg 
gtattcttga 
gtagtagttg 
tacggacaat 
gtccctttga 
ggtccctcta 
aaacccttta 
atggaatgat 
agtatatgtg 
gtaagaaagt 
aaaatacttc 
aaaatttatt 
gactacatgt 
caatttttcg 
ctaatgtctt 
aggccgaact 
ctgaaatgtc 
ttttgttctt 
aaatgaaaat 
aataccaacc 
cttccctata 
ctcattggag 
caatatccaa 
taatcattta 
aaaatatctc 
gaggtggaaa 
ttgagttttt 
ttcttctcac 
tactgtcttg 
catttcagtc 
tctctctctc 
tttactctct 
tctcgaaaga 
gttcgttgtg 
acaagtgacg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2 94 0 

3000 

3060 
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ttttcgaaac 
gccgatgtcg 
aggtctttct 
atcttgtcta 
ggagtttact 
tagaaacatt 
tagataaatt 
tatatgtata 
tataaatcta 
atatagaaat 
ctttcccttt 
atgttggaat 
gatctaaaat 
tcagctcagt 
aactgaaaac 
tggatttggt 
acattgttaa 
attatgaagc 
gcttgatcag 
tctttcccga 
tttagattgt 
actttatatt 
tcctgtgtag 
ttttattctg 
acaagagcca 
tcattttcta 
atgatcatat 
cagcagctag 
aagaaaatta 
atacgagatg 
ggtaataatt 
cagtttcaag 
attgatggat 
aacaaatccc 
gtctacaaca 



gaagaagagg 
ctctcatcat 
ttctctctct 
gatccagaca 
gtatcaatct 
aatcatgacc 
aaggtatcta 
ttattagtat 
tgtatataga 
atgtgggtac 
gaagaagtaa 
ctttattagt 
gacttatcgt 
tcctatcttc 
gatagtgtta 
ttgcatcttt 
tatcaacagt 
atgaaggaag 
ccatctcttg 
tttctgtaac 
tgtatttatt 
attgcatatg 
agagttgagc 
ttagctggtt 
ccgactaagg 
actaattttt 
ataggcaaat 
agaaggccct 
cttgatacca 
tgtttgcaga 
aaccaaaata 
atccaaaatt 
gagaacaagc 
tttcttttgt 
catatgtttg 



gcttttcaag 
cttctcttcc 
aacttccctc 
aaaaacttta 
ttataggacc 
ataaatgaca 
actacggtaa 
ataaatacat 
tattgtggta 
cataacatga 
tctaaaaata 
gttgggaaaa 
attacagaga 
ggggacatac 
acatgaaata 
tgattttaga 
atagttgttt 
tcctagagag 
agttacaggt 
ttgcaaaatc 
gaccaagaat 
attaattaga 
tttagatcat 
gagaacagtg 
tacgttatat 
tttttgatca 
gagaggagag 
tgaaactggt 
tgtataagtt 
gtgacaagat 
acgtttattc 
ttcatcttct 
ggttgaggca 
ctaccattaa 
atcatactgt 



aaagctgaag 
accggaaaac 
tctatagatt 
aagagttttt 
actaactatt 
tatataaagt 
tattcaaaaa 
gctctatagt 
tgatatgttt 
ggaagtatct 
atatatatat 
gtcatttaga 
tacgattttg 
acactttcac 
atgtacatgt 
ttttggtata 
ataataagtt 
gcataacttg 
tagctacatt 
gagtattact 
ctcttaaaac 
ctcgatccat 
tatggatatg 
atcacgcccg 
atgtatattc 
accactatca 
gaacttcaag 
ttgacgcgtg 
tctctaagct 
tatgagtgag 
tttacttgat 
tctctttttt 
gcaagtatgt 
cgtacacacc 
gaga 



aactctccgt 
tgttcgagtt 
tctcataact 
agatgtatat 
tatataatta 
gtatagtaaa 
gatgtaaatc 
aggtatttgt 
aagccgtcaa 
atatgtgtgg 
atatatgtat 
gagatattat 
gatttttgac 
agataattgt 
ttgggattaa 
ttgtcggtgt 
atttattgga 
cagtcaaaga 
ctcgaaacga 
ccgttgaatt 
tttgtattaa 
gtagtagtca 
attaagagct 
aatgagtaaa 
tatgactttt 
ttttctaact 
gacttgacat 
tgattgaaac 
tacgagtatg 
atcagcgaac 
gatttcaata 
tttggtgttc 
gtcttaccct 
cctaaattta 



tctctgcgac 
ctgtagctcc 
catcgaagga 
ctgatacata 
aaatagttgt 
actctgtatt 
tggatatgca 
gtcaaccatg 
tgtcatattt 
atgtataaag 
atgtatagat 
tgatattagg 
ccactagtta 
gtatatatgt 
atgtgttttg 
ttacatatgc 
atgtgtttat 
acttggagaa 
ccacacattt 
accaatatgt 
taggtacaaa 
tgtagagtag 
taaatcaatg 
gaaattgcgg 
gaactaacta 
gtgtgtttac 
tgaagagctt 
aaaggttgtt 
caatttacta 
ttcagaaaaa 
ttaattttgg 
agggaatgca 
ctctgttgat 
atccccagtt 



3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5134 



<210> 47 
<211> 5483 
<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<223> AGL24 genomic sequence 
<400> 47 

agacttacaa taacttcatc aagcaactca tacacgagca caaagttttt cctgaatgaa 60 
tcttcattca gaacaccaag ataatcctta ataacacgag caatcctttg tagaagctcc 12 0 
aaaacaagag agggtgacac gttaactctc gttgtcgcaa caaaatatag accaacaacc 180 
ttgacatgga agtagttcac gccatcgaca ttctataagc acaaaaaata agttagatga 240 
aatcattaca gctcacaacc aaacagaaag tataatacct acaaagatag gtggcgcctc 300 
tgcattgcca tcctccttcc agaacttgac tttacggaag aatgtctctg tacttccttt 3 60 
gggtacctca gcccggtctg tagcaataaa acgttacaca tcttgaaact tgtattggat 420 
ccaaccaaat cgtataatct caaaacaaat agctttcttc tactacatta catacagata 480 
ctctgcccaa actaattgaa tagttttgct atatttgtac aatctgattt ggaaattcag 540 
ctcaacataa tttgtcatcg gataagaaat gttggtagat caaacagatc aatgagctta 600 
gagaagattt caatggaaaa ttctcatgaa acagtgacat aagactcgac tctgaagaga 660 
aaaagcaaaa caggaagaag cagagaggat cagatcgaga aagagagctt acagtcacgg 72 0 
aagacgatgt tatctcctcg ctgagataag acgaagaatt gggagatcat catcgttcct 780 
tatagcggtg gattccgact gtttcaccgc gagtttggtt aagtctactg atcgccgatc 840 
ggtctcgtct ttttgtgtgt ctggtggtga ggtggttcac gttttaccat ttgccgtcgt 900 



47 



tatcgtgaag 
ttcttatatg 
tttaaggaaa 
aaacattgtt 
tttttggaag 
gatcgagcaa 
aaatgaaagg 
aagggtaaca 
gaacactatt 
cgtcccaaat 
acaccaaaaa 
caaaggctta 
agaacttaat 
cattatgaga 
tttgggagaa 
gtccggtgat 
aaacccaaaa 
atctagcata 
tttgtaataa 
aataaaaaaa 
gtgatttctt 
gggtaacttt 
agtagtattt 
gactaaaaca 
catgacagac 
tcttcgtctg 
attatagttt 
gtatagatca 
cagtcaccat 
agaaaaacct 
taatccaaga 
taagcaaagt 
tggatctgat 
aaactctctt 
taaatggtgt 
atggcgagag 
ttctcaaaga 
gctgatgttg 
aggtatattc 
ttgagaatat 
cgtttactct 
atgacctaaa 
cacatcatgt 
cattttcatt 
atagtgtgat 
caattagaat 
gacactgtca 
gaagcattac 
tacttttctt 
aatatggacg 
agagacatat 
ccttctactc 
taaactctct 
attatccgat 
atagaaacat 
atattaatag 
ctctccagac 
gatatgttat 
tcatgtgtgt 
tttagaatct 
gtggcgtgtg 



cttcttcatg 
ggcctatttt 
taagtagtaa 
tacgaggaag 
tcaaaacttt 
tcgggagata 
cttaagattt 
agggtcaaca 
acaattactg 
atattttcaa 
ctctcacttt 
caatactaaa 
cttatacaga 
tggtacgttt 
aaaatttaca 
atatcatttc 
ataaaagata 
tataggtgaa 
accaaaacca 
gtaaccaaac 
tcattttcca 
tgtatcattt 
cacgtcattt 
gtaaaactag 
taattgaatt 
gcagctcagt 
gggaaaaaga 
ctgtttagct 
ctctctctct 
tttttatctt 
tcctccaact 
gtttgatgaa 
ctctctttct 
tagctaacac 
tatgggtata 
agaagataag 
gaagaagagg 
ctctcatcat 
tatctttttg 
ggttggataa 
ctaaagttaa 
ttattatact 
atttaattcc 
tagactcatg 
ttttgttaat 
gaatttcttt 
cttggtatga 
cataattggg 
ttattataac 
aaggaaatgt 
tgggaaggta 
atctccgggt 
gctcttttta 
gttcactttg 
tgagtggcat 
cagaatcctg 
taagtaagga 
gcagataaac 
ggtttttttt 
atttcatgga 
tcttggaaat 



agacggaggg 
taagacatca 
gtactataaa 
caaaatgtga 
gaggattaag 
tacatgagcc 
ttctttttct 
acaagtctaa 
tttagtttca 
catattacta 
ctgattttgc 
tctgtctcac 
ttgaagtctt 
cccacgaatt 
agatacttgt 
taattagggt 
atgatgacgg 
agactataaa 
aaaaggtaga 
tttctttcca 
attatgtttt 
tatttgacct 
atttt.tattt 
gaaacccgct 
agaaggttag 
cagacaaaac 
cataatcaaa 
aaaaaaagca 
ctttctctct 
ctcacaaatt 
cacagaaagg 
ttcatctagt 
ctctctctct 
cgttccaatt 
ggcagattca 
gataaagaag 
aatcttcaag 
cttctctgcc 
ttagtagttg 
atatattaag 
ttatcagtag 
ttaaagtata 
gtttaacata 
gttaagattt 
taggaaagca 
tccctttttt 
ttggggatta 
aaacgagtca 
caaaaaggct 
ttataagaaa 
tagtcttcat 
attttcgata 
ccaaaccctt 
ttacacgtgt 
ataatcatta 
aaactgttga 
agtcgaagac 
ctattttcat 
tttatgtttt 
aattgaagat 
tgatgttttg 



ttctgtgttt 
atatggccca 
tgatggttcg 
gttgatataa 
ctgacaacga 
tagagggctg 
aaactcaagt 
gctttttaaa 
catttatatg 
taagatccta 
actcgctttt 
attcttagtg 
aaagtcatct 
ttatcagttt 
cggccatgat 
taaaacttaa 
tgggagacga 
aaagacatga 
tgaactgatg 
ttagaattgg 
tttattttat 
agccatatat 
tgtttttaga 
actgaataaa 
gtaaattatt 
acaaagtgtg 
agggatacaa 
gactcttttt 
cactcacaca 
taataaagtg 
taaaagctgt 
cctgtccatt 
agccattagg 
ggtttctttc 
agaacagtag 
attgataaca 
aaagccgatg 
accggaaagc 
tcttattttt 
atatgtattt 
gctcggagat 
ggattgatgt 
atatgggttt 
ctgtactggg 
tatgtatata 
catttgactt 
attcttaacc 
tctgtctgta 
tctaatgtac 
gatggattgt 
gcaagtaaca 
tcacttactc 
ctctttttat 
ttgttataat 
atcttgaagc 
ctttgcatct 
aaaaccaagc 
ataggctata 
ttcaatgatg 
atttcatttc 
tttgtagatt 



ttgtgaatta 
aatttcgaac 
atctcggagg 
agggtacaac 
aggttagtga 
acaagatgac 
aagaaacaca 
cgtgttagat 
accttgggag 
aagaccaata 
tttcctccca 
cttatttgtt 
atattacttt 
agtttaattt 
atcaccctag 
aagggtataa 
gtgatcttat 
aatatttaat 
aacagcatct 
tacgtagttc 
catgttacat 
aaatctatta 
tgggaagtta 
gttacaattc 
aaatcataac 
tttatgtgtt 
aacatatggc 
tccaatcttg 
ttagggagta 
ggtgctgaga 
gaatctgtgt 
cttttgcttc 
gtttcctaag 
tttgttcttg 
tgaaggagag 
taacagcgag 
aactttcagt 
tcttcgagtt 
ttcaatccat 
aaatgagatt 
ctcatgtacg 
tttattactt 
ttaacgtgta 
aaataagaga 
tggatacata 
tgtgtattac 
actcgtttag 
tcgtgatggc 
ttaattaatt 
ttgttgaaac 
tcaacaaatt 
tttttttttt 
caaacccttc 
ttttagctgt 
atctaattaa 
agcagcttga 
agctacggta 
gctgtaagag 
tgtgcatgct 
acgtgtaagt 
ttaagagcta 



tgatttcttg 
ttgttatgag 
agaaaaaaaa 
acataattta 
agactttcgg 
caagcattcc 
agatatatga 
gattcttctt 
tcttctagct 
acattgatct 
taaacaaaac 
ttagtcataa 
tcacatgtat 
tcagttgtac 
agttaccgga 
atggctgatc 
caggtgtcgc 
agacacaact 
tctaattacg 
cttgtgtatt 
ttttgatagt 
acttatacgg 
ttcaaaacta 
cacattattc 
tgtagcagtc 
atttttaatg 
ccattgataa 
aacacaaaca 
aacagctacc 
ttgaataacg 
tctttcttct 
tcatggttta 
aatattatat 
gtctaaaatc 
atctggtaaa 
acaagttact 
tctttgcgat 
ctccagctca 
gtttgtgttt 
tttattttct 
gcataatttg 
ttatgtataa 
atttttcaat 
gcagaatatt 
gtacttacca 
aaaagtcttt 
tttatcttgg 
tacttctgat 
ttacaaatgt 
gtgtagaatg 
gatggatcca 
ttgtggattt 
tctctataat 
aagtctaaat 
ttggttttac 
gaattgtaac 
tggctccatt 
atcatctatt 
atttttaggt 
tcgtcaagtt 
cttctaaaat 



960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 

3180 

3240 

3300 

3360 

3420 

3480 

3540 

3600 

3660 

3720 

3780 

3840 

3900 

3960 

4020 

4080 

4140 

4200 

4260 

4320 

4380 

4440 

4500 

4560 
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ttacaagagt 
ttatatacat 
acctactgaa 
gatagaaatg 
attgaactta 
gtctgaaaag 
ggcatataaa 
atagggcgag 
catacaattc 
agtgaaacag 
ctaaaccctt 
tgatgaggga 
gacgcttaaa 
tggaactccc 
ctgaacatat 
tggttaggct 



tttgtaattt 
tactatctat 
caaatatctg 
agtgttaatt 
gaagagttgc 
aaggtttact 
taataagctg 
tgtgtgatga 
gtataactaa 
ggatcggaat 
atagatatca 
acgtatatta 
gaggctttgg 
cttgaggatg 
ttcaaacttt 
tccatcttgg 



tcaattatgg 
atctagcata 
atatatcact 
taacgtaaaa 
agcggctgga 
actatacata 
tacatatata 
gccaaatttt 
tggatcataa 
tggtggatga 
tggaataacc 
tatatcggca 
agacagagtc 
actccgacac 
ttgttgacat 
gaa 



cccattattc 
ggtagttttt 
gactggataa 
caggaaactg 
gaaactactt 
aactaatagc 
aaagtttgac 
ctcacttgag 
gcctatctat 
gaataagaga 
ttaatctatt 
gctagagacg 
ggtgaccaca 
ttccctgaag 
tttgtatgtg 



tcattaattc 
tttttctttt 
atatctatag 
agaggagagg 
gaatccggac 
atgcatattt 
tttgttgttg 
aaacgggtta 
agctagtgac 
ctgagggata 
tttttatgta 
ttggaaaggg 
aatgtgtcaa 
cttgggtata 
gatgtttact 



attaaaaaaa 
tctttggtag 
agatattttt 
atcttgatgg 
ttagccgtgt 
tccttaacgt 
ttattggtaa 
gtagttagta 
tttcttaata 
aagtacggct 
taagaaaata 
caaaactgac 
gctacgacag 
atttgtttaa 
aactgtttgt 



4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5280 
5340 
5400 
5460 
5483 



<210> 48 

<211> 7200 

<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<2 23> AGL2 7 genomic sequence 



<400> 48 

caaccagcag 

cctccaccgg 

atccactatt 

aaagattgat 

ttttcctttt 

atcaaaattt 

acaccgacct 

aaacgaaagc 

tagcaaaccg 

accagcggag 

cataagcaca 

cggattcacc 

taagctgcta 

cctcgaacaa 

tttaatagag 

agactcaaac 

ttggttagct 

ataacacaag 

caagagagtt 

aaatcaaaat 

ttttacatac 

ttttactatc 

cctttttcac 

gactgaattt 

gtaaactgtt 

catctgaatt 

aaaaaagttt 

gttgatcttt 

ccgttagatt 

taagctaaat 

tttttttttc 

ttaaccagaa 

ttatatcggg 

cgtttaaggg 



caccagctgc 
tatcttgaaa 
ttcaaaaagc 
actttcaatc 
ttggttttag 
tgcaacttta 
tgccgtcgca 
atacaaacaa 
aaatcgggtt 
aatccggttt 
atgccttgtt 
aatctcgccg 
caacagagtg 
gttttttctt 
agcacgtggt 
cacaaggtat 
taagctcatc 
agcccacaaa 
gcaaaagacc 
aaacaagaaa 
tctatgggcc 
tcaacaaatt 
atctcaacaa 
tactttatgg 
gataccatct 
caattgacat 
agtggaagta 
ttaaaattaa 
agtattactg 
caggccaata 
ttatgtagta 
gctgagaaat 
cctttaatgg 
agtattggct 



aatcaaatcc 
agatcaaaag 
tatgaagaga 
tttggtaaag 
ttaagcttct 
ccagcatctg 
gccatctccg 
aaaattacta 
ttcccaggag 
gctgcacaat 
cttcaatcag 
cgcgtgggtt 
aagttgtttt 
ctctctaatc 
tattatatct 
tgtgaaaatg 
atagaaatgg 
acaacgactc 
tataagatga 
gatttcattg 
aaccaatttc 
gggcctacaa 
attgggtcgt 
ctttatgctc 
gatttttttt 
tttagccaaa 
tttatagggc 
acttaccgtt 
atttattatt 
aaagggacaa 
gagaaaagcc 
gaagcaagcc 
gcatgtgaat 
cgttggttta 



tttacggttc 
aaacctatga 
actataagca 
aatcaacgac 
tgcattcttt 
caatgatggg 
gtggtctaaa 
aagaaagaaa 
agaagcggat 
agccgcggat 
gcgatgaaaa 
ccgtcggaat 
gacagccatt 
gagttagact 
cggtcttatc 
ttagaggcaa 
gcctttatgt 
ctttctccac 
taacaatcga 
tttttcactt 
caacctaatg 
catccaattt 
ttgtatttaa 
tctttttccg 
attttttatt 
taaaaaagat 
ttgttggcaa 
cgactgtctt 
aacaaaccca 
gtagagatgg 
tttattctta 
gaaacgaatt 
agagttgaga 
atattgggcc 



tttgaatgtt 
agagaactat 
agcaagcgac 
tcaatgtttt 
aatgatgtct 
tatattagga 
acgacgaaag 
aaaaaaaagg 
aaggcgtaac 
aaggcatcgt 
cgtgtttgga 
gttggtgaag 
aacatcgaca 
ctgacccaca 
ttatggtaac 
tctaacaata 
caccaaacct 
cagaacaagc 
aaagatgtaa 
tttctccatt 
cttgataaaa 
catgtagtga 
gaaattgtta 
ttttgattaa 
tttcttgtgt 
tggtccactt 
tcttcaccaa 
ctcaacgatt 
tttcttttct 
gctatttctt 
gagctatcat 
tgtagttttg 
gtctttttgc 
gaaacgagat 



tagcgcattt 
aaccaagcaa 
tctaaccaag 
taaatgtttt 
ttattatact 
gctgacgcac 
aacacaaata 
tggcgcacgt 
cggatataaa 
agcatccagg 
ttctcgctgt 
ctgtaaggtt 
ttcttcgaag 
cgcttgggat 
agtatctcaa 
aatgtataat 
atttcacaac 
acgacaaagg 
attttgagaa 
tctactttga 
aatgattcgg 
cttgtttttg 
cagcttttta 
gggtgaatat 
gcaactatac 
ggatggctgt 
cggctataat 
tgacaattag 
tatttttgaa 
tttttctctt 
ttaccaccca 
gacggtgaaa 
cccaaataat 
tgggaagaag 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 
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aacaatgtcg 
aagcgaacaa 
agacgtagta 
ctcttggaga 
caaaatcgct 
tcaagacaag 
agttttagat 
ctaatcactt 
atttgaattc 
ctttaatata 
aagcactact 
aagagaaaac 
tctaaccgac 
ggcttcaaaa 
aaaaaaaacg 
tgagcgtctc 
atgggaagaa 
ttctccaaac 
tcctccgtcg 
gacgagtaag 
tgtttaatta 
caactgagat 
atttaagact 
ttttcgtgtt 
tgtgacgaaa 
cttgatgttg 
tcgttttttc 
atattcaata 
taacattaat 
aaaatgtatt 
gattttgatg 
cttcattact 
tttatgacac 
atgttgtagt 
catatatatg 
attgggagaa 
ttgtcgtgga 
cttttagaat 
aaaatcatca 
acagctcctt 
tgttaaattt 
atctgtctcc 
tataccttaa 
gtcttactaa 
acttgagatg 
ctctattcat 
catgaccttc 
tatcatttag 
agcgtcaata 
ttgaaaattt 
gtgatttata 
aatagagctt 
actcatgggg 
caatgacaat 
ttcagatttt 
aaacattttg 
cttacattgt 
ttaagtaaag 
atattatata 
gcagtatctg 
ttgttttatc 



gtttaatccg 
acattgaaaa 
tgaatgagcc 
cggaagaaag 
cggagagcca 
atggattcag 
aatataatgt 
ttaataaatt 
aaaaccattt 
attacgtcaa 
ttccgatcaa 
cttaaaaacc 
tggattaaaa 
cgcaatcgtt 
agttggagga 
cggagattag 
gaaaaatcga 
gacgcaatgg 
ctgttgtcgt 
aagatacttt 
ctttctccat 
tttctccttg 
aaacattttg 
tttttttttt 
tttaatattg 
tttaagtaat 
atataagaaa 
ttgcaatgca 
cgaatatctt 
gtagatcttt 
gtttattgta 
taactaattg 
catacaagat 
ttggatttct 
tcagtggcct 
accactagac 
tatttttaac 
actttgaatg 
atggataagt 
ctcatttcct 
gtaaccaaca 
attttacaat 
caaagtggca 
ttgttcattt 
ttactaaaaa 
atcatagcat 
ccggaaatgc 
ccaaaggttt 
actaaaactt 
tcccttaaaa 
atctatacaa 
ctttataaaa 
atgagttaaa 
attggctgcg 
aattttagag 
aacacatata 
tttttttaat 
atgattatca 
agctttcttt 
attcttagtt 
tccagcattt 



gttagggtcg 
tggggaagcc 
acggcagaac 
cacaaagatt 
tcataggagc 
aaaacaaaga 
tttcaatacc 
ggtgatagtc 
tagtgaaagt 
taataactga 
aaccaatgag 
aatttctgtt 
agtctttaac 
tcgcttaata 
aaaaaaaaac 
gattaaatta 
gatcaagcga 
tctcatcgac 
cgtatctgcc 
ccttttctgg 
atagaagctt 
ttttctgtat 
atcgccaaga 
tcattttaaa 
catgttattc 
ctttgtattg 
caatatgttt 
cttcaagtag 
tggttcaaat 
tcttttgtaa 
gtgctgggat 
gatatcgatt 
acattatgtc 
ttgctaaaga 
agtaggttca 
tacaaccaaa 
cccatgaact 
cgactaaaag 
aggaaatgga 
tgatgttgac 
aaatgcacag 
agtcaagctc 
ctatgcaaag 
tttcttcttt 
gataagaacg 
taatagatca 
taaatcagtt 
ttggtttcag 
ggattgacta 
tgaacatgaa 
tcatacattt 
ctgatttagc 
aatgtgtgca 
aagttgatat 
caccagatga 
tctaaagcag 
gcttttatac 
aaaactgttg 
cactttggtg 
ttgaaatggt 
ccaagatcat 



tgggctgatt 
aaattagtta 
ctacgaccta 
ttgataaggc 
ggggaggtgc 
aattaaacaa 
aattatctta 
aaacgtattg 
ttgcattgta 
aatccttgaa 
ataaaataac 
cggtggggat 
aacgacaagc 
ctattatttt 
caagaaaaaa 
gggcataacc 
atcgagaaca 
aaagctcgac 
tccggaaaac 
gtctcactcg 
caaatctagg 
gaagatagca 
tatgttcttg 
atcattttta 
aagaaacttt 
ctagttccat 
agattgttca 
ttttgttgag 
tggttaacac 
ttctctttaa 
aagtttccac 
ttaacccttt 
ttactgagtg 
aactcaaact 
ttaagtagaa 
tgttcaatga 
tttgtatcta 
tgagtttttt 
aaggtaactc 
tccataaatg 
actatagacg 
tagttgtagc 
tgtttttagt 
ttgtgattga 
tgtaataact 
tggacaacac 
tcttggttta 
tattccgatt 
gtcaaaatat 
tttcatcaag 
tgcatgatat 
cttgataaga 
cttagtttct 
ataacaggat 
tcagagtttc 
taacttcaaa 
ttactatcat 
gttagtaaca 
cattctctct 
ttttgcataa 
tgatcgttat 



ctggttcacc 
ccatccctaa 
actcgataaa 
tttctagttg 
tatctgaata 
acattttaaa 
cactgatagt 
aaaattatcg 
gttttgatta 
ttaaccgtta 
ttttaaaccc 
gatgatcgga 
ttaaaaattt 
ctctatctcg 
gaataaaaag 
cttatcggag 
aaagcagtcg 
aactttcgat 
tctatgactc 
atttttgtgc 
gctttttgat 
gatgcgtaag 
atgttcgttt 
tctctttttt 
tctacacgtg 
ctgttgttca 
aattttgaga 
agattatttg 
attgtacttt 
ggaataaggt 
attgatactc 
taatcgtaat 
actctttgtt 
ataactgatt 
atcggtcgcc 
ctttaatagt 
gaaaaatctc 
ttttctaata 
ttgtcagtat 
cttgatcatg 
aagtattagg 
tagtttcttt 
tgagattagt 
tgtaaaatta 
gaagtgaatt 
atatatagga 
tcctttttgg 
cgtttgacgt 
aaactgattg 
attttgtctt 
tagttttttg 
aaaagaaggt 
aaaacctttt 
cttaaagttg 
agatttacat 
aatagggtaa 
ttttatatat 
gaaattgttg 
aaataatggc 
attattgttc 
gaaatacaac 



tttatagcgt 
ctcagttttg 
gtaatggtta 
gtgaaatggt 
tcccaatgca 
atatgctctt 
ggtcaagtta 
atttaaaaat 
tccgatcaat 
cccgattcat 
tccaaataaa 
ctcggaccgg 
gcctcttagt 
tttaaccaaa 
caaaaagcat 
atttgaagcc 
acaagtcact 
tctctgtgaa 
ttcctccggt 
ttttttactt 
tccatcaaat 
ctttaaccta 
cgtgtttttt 
taccttcatt 
gtgattcgtt 
ctttgaagct 
tttggtaatt 
gggttagtgg 
atgttgatcc 
ttatctagtt 
gccacacatt 
ttgttgtgtg 
gctctctaag 
ttactgctac 
aattttacta 
cttctgttat 
atccacttct 
gacctaagat 
gtgtatatat 
aaagcaaatt 
aaccgtatct 
atttagttct 
cgtcttatgc 
ctaagtcaca 
tgaagccagt 
ttagagctgt 
agtatcatga 
tatgtgtgaa 
cattgaattc 
ttggaaggat 
aagaaccaaa 
agataatcga 
gaagtcgaaa 
aaattgtaaa 
ttgaagtata 
ctaatagtaa 
agatgcctgg 
caaatgtaac 
ctctattgat 
taatgcattt 
atgctgatga 



2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5280 
5340 
5400 
5460 
5520 
5580 
5640 
5700 
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acttagagcc 
tttttggtgt 
ctcgtaacac 
gaacttcaca 
tcagaattat 
catttttctc 
atacagcaag 
ggaggaacaa 
actaagtgat 
atcttttgac 
gtcccttaaa 
ctatgatgat 
atatatcttt 
ctaatgagaa 
ataaagtgtc 
tagctataga 
ctgagagaag 
cttgaagcta 
catgaaaact 
atatgtgata 
tgtcagagaa 
ttgtgaaatt 
ttagtagctg 
ttgctggcaa 
ccggagactc 



ttagtaagta 
tatgaaggat 
cgaacttaat 
atctttctga 
cttccacaca 
ccctcttctt 
cttgaagaac 
cttgagactg 
tcaaccaatt 
ataaatctta 
gaaaaggtta 
tcttgaattc 
tggtcttgtc 
ttaaaaaaac 
gaatttggat 
agttgttaga 
agaaccaggt 
attaatcact 
aaaagttgaa 
agtgataaca 
gaaaggtatg 
tgcaaataaa 
tagaaaaaaa 
cagatgatga 
tcccgctgct 



attagctaag 
agaagcgctg 
tctctagagt 
ccattccttt 
aggagttact 
ctgataaaaa 
caaatgtcga 
ctctgtccgt 
actccacaaa 
atgtcttgtt 
gtgctttggt 
tattaacctg 
ttagttcctg 
aagcagtttt 
gaggatgatt 
aactaatgac 
tctggctagc 
ttatacgtcc 
ggactttgat 
aaatgctttt 
tctcaccgat 
aaaaatgctt 
agaaatgtaa 
gagaggaatg 
caattagcca 



aacgtcattc 
ttcaagccgg 
tacagttatt 
tcttcatgtg 
agaaacagtc 
aaatgttttt 
taatgtaagt 
aagtagagct 
accttctttt 
ataggcagaa 
ttttattttc 
ctgagtctac 
atttagtatt 
aaactcttga 
tatgtttcga 
cttatgatct 
caggtaacaa 
ccgttataga 
ggatactaga 
aaaatctatc 
gaaagatact 
tctacaagat 
gaaagtttct 
tttccgggaa 
ccatcatcaa 



taatattctt 
agaaacctca 
gtgtctactg 
caggatcttg 
caaaggttag 
tttcttttgt 
gtagattctc 
aggaaggtat 
tagttagtta 
ctgatgatgg 
gataaaggcc 
agattactat 
ggcttcattc 
tcaaatccaa 
gaaggaaaca 
tttccaaaca 
tgaccacaat 
gagatacaca 
caattatagt 
tttcttgtta 
caaaacccgg 
agattaattt 
tacagatggg 
gtagctccgg 
cggctgagtt 



ctggatgcgg 
atgttttgaa 
gaaaatacaa 
aagaaaaaat 
cagtacgaca 
ctacttgtga 
taatttctct 
atgtgctgct 
tcctagaaca 
agtatatcga 
atattctagg 
atatatatat 
aggtgaaacc 
cctttccctc 
tgtttggaaa 
ggagaaattg 
atcttctgct 
tatacacgta 
gaaaccctaa 
atttagtagc 
tatttttaat 
cttgcaatgt 
aaagaatacg 
caacaaaata 
ttcaccttaa 



5760 
5820 
5880 
5 94 0 
6000 
6060 
6120 
6180 
6240 
6300 
6360 
6420 
6480 
6540 
6600 
6660 
6720 
6780 
6840 
6900 
6960 
7020 
7080 
7140 
7200 



<210> 49 
<211> 579 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<221> CDS 

<222> (1) . . (579) 

<223> alternatively spliced AGL27 
<400> 49 

atg gga aga aga aaa ate gag ate aag cga ate gag aac aaa age agt 4 8 
Met Gly Arg Arg Lys lie Glu lie Lys Arg lie Glu Asn Lys Ser Ser 
15 10 15 

cga caa gtc act ttc tec aaa cga cgc aat ggt etc ate gac aaa get 96 
Arg Gin Val Thr Phe Ser Lys Arg Arg Asn Gly Leu lie Asp Lys Ala 
20 25 30 

cga caa ctt teg att etc tgt gaa tec tec gtc get gtt gtc gtc gta 144 
Arg Gin Leu Ser lie Leu Cys Glu Ser Ser Val Ala Val Val Val Val 
35 40 45 

tct gee tec gga aaa etc tat gac tct tec tec ggt gac gag ata gaa 192 
Ser Ala Ser Gly Lys Leu Tyr Asp Ser Ser Ser Gly Asp Glu lie Glu 
50 55 60 

gcg ctg ttc aag ccg gag aaa cct caa tgt ttt gaa etc gat ctt gaa 240 
Ala Leu Phe Lys Pro Glu Lys Pro Gin Cys Phe Glu Leu Asp Leu Glu 
65 70 75 80 

gaa aaa att cag aat tat ctt cca cac aag gag tta eta gaa aca gtc 288 
Glu Lys He Gin Asn Tyr Leu Pro His Lys Glu Leu Leu Glu Thr Val 
85 90 95 
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caa age aag ctt gaa gaa cca aat gtc gat aat gta agt gta gat tct 336 
Gin Ser Lys Leu Glu Glu Pro Asn Val Asp Asn Val Ser Val Asp Ser 
100 105 110 

eta att tct ctg gag gaa caa ctt gag act get ctg tec gta agt aga 384 
Leu lie Ser Leu Glu Glu Gin Leu Glu Thr Ala Leu Ser Val Ser Arg 
115 120 125 

get agg aag gca gaa ctg atg atg gag tat ate gag tec ctt aaa gaa 432 
Ala Arg Lys Ala Glu Leu Met Met Glu Tyr lie Glu Ser Leu Lys Glu 
130 135 140 

aag gag aaa ttg ctg aga gaa gag aac cag gtt ctg get age cag atg 480 
Lys Glu Lys Leu Leu Arg Glu Glu Asn Gin Val Leu Ala Ser Gin Met 
145 150 155 160 

gga aag aat acg ttg ctg gca aca gat gat gag aga gga atg ttt ccg 528 
Gly Lys Asn Thr Leu Leu Ala Thr Asp Asp Glu Arg Gly Met Phe Pro 
165 170 175 

gga agt age tec ggc aac aaa ata ccg gag act etc ccg ctg etc aat 576 
Gly Ser Ser Ser Gly Asn Lys lie Pro Glu Thr Leu Pro Leu Leu Asn 
180 185 190 



tag 
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<210> 50 
<211> 192 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<223> alternatively spliced AGL27 



<400> 50 




























Met 


Gly 


Arg 


Arg 


Lys 


He 


Glu 


He 


Lys 


Arg 


He 


Glu 


Asn 


Lys 


Ser 


Ser 


1 








5 










10 










15 




Arg 


Gin 


Val 


Thr 


Phe 


Ser 


Lys 


Arg 


Arg 


Asn 


Gly 


Leu 


He 


Asp 


Lys 


Ala 








20 










25 










30 






Arg 


Gin 


Leu 


Ser 


He 


Leu 


Cys 


Glu 


Ser 


Ser 


Val 


Ala 


Val 


Val 


Val 


Val 






35 










40 










45 








Ser 


Ala 


Ser 


Gly 


Lys 


Leu 


Tyr 


Asp 


Ser 


Ser 


Ser 


Gly 


Asp 


Glu 


He 


Glu 




50 










55 










60 










Ala 


Leu 


Phe 


Lys 


Pro 


Glu 


Lys 


Pro 


Gin 


Cys 


Phe 


Glu 


Leu 


Asp 


Leu 


Glu 


65 










70 










75 










80 


Glu 


Lys 


He 


Gin 


Asn 


Tyr 


Leu 


Pro 


His 


Lys 


Glu 


Leu 


Leu 


Glu 


Thr 


Val 










85 










90 










95 




Gin 


Ser 


Lys 


Leu 


Glu 


Glu 


Pro 


Asn 


Val 


Asp 


Asn 


Val 


Ser 


Val 


Asp 


Ser 








100 










105 










110 






Leu 


He 


Ser 


Leu 


Glu 


Glu 


Gin 


Leu 


Glu 


Thr 


Ala 


Leu 


Ser 


Val 


Ser 


Arg 






115 










120 










125 








Ala 


Arg 


Lys 


Ala 


Glu 


Leu 


Met 


Met 


Glu 


Tyr 


He 


Glu 


Ser 


Leu 


Lys 


Glu 




130 










135 










140 










Lys 


Glu 


Lys 


Leu 


Leu 


Arg 


Glu 


Glu 


Asn 


Gin 


Val 


Leu 


Ala 


Ser 


Gin 


Met 


145 








150 










155 










160 


Gly 


Lys 


Asn 


Thr 


Leu 


Leu 


Ala 


Thr 


Asp 


Asp 


Glu 


Arg 


Gly 


Met 


Phe 


Pro 








165 










170 










175 




Gly 


Ser 


Ser 


Ser 


Gly 


Asn 


Lys 


He 


Pro 


Glu 


Thr 


Leu 


Pro 


Leu 


Leu 


Asn 



180 185 190 
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<210> 51 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : PCR oligo 
primer SEP3-S'K 

<400> 51 

ccgtcgaccc atgagccagc aggagtatct c 



<210> 52 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: PCR oligo 
primer SEP3-3'Kbox 

<400> 52 

ccgcggccgc cttactctga agatcgtt 



<210> 53 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :PCR oligo 
primer S0C1-5 ' K 

<400> 53 

ccgtcgaccc atgaaatatg aagcagcaaa c 

<210> 54 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : PCR oligo 
primer S0C1-3 1 Kbox 

<400> 54 

ccgcggccgc ctccttttgc ttgagctg 



<210> 55 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :PCR oligo 
primer SOC1-C/2 



53 



<400> 55 

ccgcggccgc actttcttga ttcttatt 

<210> 56 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : PCR oligo 
primer SVP-5 ' K 

<400> 56 

ccgtcgaccc atgagtgatc acgcccgaat g 

<210> 57 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: PCR oligo 
primer SVP-3'Kbox 

<400> 57 

ccgcggccgc tccctttttc tgaagttc 



<210> 58 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: PCR oligo 
primer AGL24-5'K 

<400> 58 

ccgtcgaccc atgcttgaga attgtaacct c 



<210> 59 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: PCR oligo 
primer AGL24 -3 ' Kbox 

<400> 59 

ccgcggccgc ctcaagtgag aaaatttg 

<210> 60 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence : RT-PCR oligo 
OAM3 7 

<400> 60 

tagaaacatc atcttaaaaa t 



<210> 61 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : RT-PCR oligo 
SEP3-5 • 

<400> 61 

ccggatccaa aatgggaaga gggaga 



55 



